BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



315 

7.0e-52 

119 

90 

(AL021635) predicted protein [Arabidopsis thaliana] 
156999 

LIB3176-063-P1-K1-G5 

BLASTX 

g4587519 

682 

5.0e-72 

142 

96 

(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611,~g 

157000 

LIB3176-063-P1-K1-G6 

BLASTX 

g3334124 

536 

6.0e-55 

119 

91 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi_16554 82_dbj_BAA13600_ (D88375) delta subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

157001 

LIB3176-063-P1-K1-G9 

BLASTX 

g3128228 

436 

2.0e-43 

101 

83 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

157002 

LIB3176-063-P1-K1-H1 

BLASTX 

gl732570 

122 

5.0e-45 

130 

77 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
157003 

LIB3176-063-P1-K1-H2 
BLASTX 



20501 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g99004 
188 

4.0e-14 

144 

33 

famA protein - Streptomyces purpurascens 

>gi_47381_emb_CAA43934_ (X61931) FAS domain [Streptomyces 
purpurascens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157004 

LIB317 6-063-P1-K1-H3 

BLASTX 

gll4335 

668 

2.0e-70 

142 

92 

PLASMA MEMBRANE ATPASE 2 {PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157005 

LIB3176-063-P1-K1-H4 

BLASTN 

g2642152 

248 

l.Oe-137 

276 

98 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157006 

LIB3176-063-P1-K1-H6 

BLASTX 

g2586125 

477 

5.0e-48 

99 

97 

(U89512) b-keto acyl reductase [Arabidopsis thaliana] 
157007 

LIB3176-064-P1-K1-A1 

BLASTN 

g4589439 

175 

l.Oe-93 

356 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQMl, complete sequence 



Seq. No. 
Seq. ID 
Method 



157008 

LIB3176-064-P1-K1-A10 
BLASTX 



20502 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2181186 
178 

l.Oe-13 

45 

78 

(X97323) outward rectifying potassium channel KCOl 
[Arabidopsis thaliana] >gi_22307 61_emb_CAA69158_ {Y07825) 
kcol [Arabidopsis thaliana] 

157009 

LIB3176-064-P1-K1-A4 

BLASTX 

gl518540 

661 

2,0e-69 

140 

94 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
157010 

LIB3176-064-P1-K1-A5 

BLASTX 

g4416320 

71 

3.0e-23 

152 

40 

(AF105998) methylenetetrahydrofolate reductase; MTHFR [Mus 
musculus] 

157011 

LIB317 6-064-P1-K1-A6 

BLASTX 

gl363489 

633 

3.0e-66 

130 

93 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157012 

LIB317 6-064-P1-K1-A7 

BLASTN 

g3985955 

62 

2.0e-26 

183 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 

157013 

LIB3176-064-P1-K1-A9 

BLASTN 

g4468801 



20503 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

8.0e-25 

187 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6G17 



157014 

LIB3176-064-P1-K1-B1 

BLASTX 

gll5385 

298 

3,0e-27 

65 

92 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



oeq. NO. 


. 157015 




oeq. lu 


LIB3176-064-P1-K1-B10 




lYic unou. 


BLASTX 




NCBT GJ 


gl732570 




BLAST score 


155 




E value 


2.0e-19 




Match length 


97 




% identity 


59 




NCBI Description 


(U72153) beta-glucosidase 


Seq. No. 


157016 




Seq. ID 


LIB3176-064-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


g3123264 




BLAST score 


373 




E value 


4.0e-36 




Match length 


82 




% identity 


90 




NCBI Description 


60S RIBOSOMAL PROTEIN 


L27 




{Z97337) hypothetical 


prol 


Seq. No. 


157017 




Seq. ID 


LIB3176-064-P1-K1-B4 




Method 


BLASTN 




NCBI GI 


g3236234 




BLAST score 


240 




E value 


l.Oe-132 




Match length 


425 




% identity 


96 





NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157018 

LIB3176-064-P1-K1-B5 

BLASTN 

g995618 

302 

l.Oe-169 



20504 



Match length 417 

% identity 93 

NCBI Description A.thaliana niRNA for lectin-like protein 

Seq. No. 157019 

Seq. ID LIB3176-064-P1-K1-B6 

Method BLASTX 

NCBI GI g4455223 

BLAST score 309 

E value 3.0e-29 

Match length 104 

% identity 73 

NCBI Description (AL035440) putative DNA binding protein [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157020 

LIB317 6-064-P1-K1-B7 

BLASTN 

gl66631 

184 

3.0e-99 

233 

94 

A.thaliana chloroplast ATP synthase gamma subunit (atpCl) 
gene, complete cds 

157021 

LIB3176-064-P1-K1-C1 

BLASTX 

g2827002 

287 

5.0e-26 

83 

71 

(AF005993) HSP70 [Triticum aestivum] 
157022 

LIB3176-064-P1-K1-C12 

BLASTX 

g2499480 

169 

2.0e-12 

46 

63 

PET112-LIKE PROTEIN >gi_1354211 (U49790) PET112-like 
protein [Bacillus subtilis] 

157023 

LIB3176-064-P1-K1-C2 

BLASTN 

g4510323 

260 

l.Oe-144 

291 

98 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 



20505 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157024 

LIB3176-064-P1-K1-C3 

BLASTX 

g232031 

231 

l.Oe-19 

72 

58 

ELONGATION FACTOR 1 BETA* >gi_322851_pir S29224 

translation elongation factor eEF-1 beta* chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 

157025 

LIB3176-064-P1-K1-C6 

BLASTN 

g4582444 

231 

l.Oe-127 

363 

91 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 

157026 

LIB317 6-064-P1-K1-D10 

BLASTX 

g99771 

50 

3.0e-42 

125 

78 

ubiquitin 81-aa extension protein 1 - Arabidopsis thaliana 
>gi_166934 (J05539) ubiquitin extension protein (UBQ5) 
[Arabidopsis thaliana] 

157027 

LIB3176-064-P1-K1-D11 

BLASTX 

g4567260 

308 

2.0e-28 

97 

67 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] " 

>gi_4582440_gb_AAD24825. 1_AC007142_3 (AC007142) putative 
NADPH-dependent mannose- 6-phosphate reductase [Arabidopsis 
thaliana] 

157028 

LIB3176-064-P1-K1-D12 

BLASTX 

g2062161 

144 

6.0e-12 



20506 





Match length 


1 1 tf^ 

1 1 o 




% identity 






LNL^ox uesciipuxon 


^HL-uuiD^Dj jasmonaLe inauciDie protein isoxog LHraDioopsis 






thaliana] 




oeq • - ™o • 


LD f \J 




becj. lu 






rJe LilOO. 


Dlxrlo 1 A 




MPRT r;T 


goo jft 




oLtrio i scoire 






E value 


2.0e-35 




Match length 


92 




t5 laenuiuy 






iNL^Dx uesciript.ion 


^HUuu^D/yJ btrong siinxxarxuy uo go HrUD/ifix gamiria gxucainyx 






nyaroxase rroiti /iraDiuopsis rnaiiana. hbis go KojyDo, 






go ifiouDZ, go iz^i^i^U/ go aadodzu// go Axuyyooi ana 






gb AI00672 come from this gene. [Arabidopsis thaliana] 




oeg . iNO . 


ID 1 U jU 




oeg. lu 


LtXoJX / D U Dfl r X rvX U-j 




Method 


BLASTX 




NCBI GI 


g4558679 




oijHbi score 


oy X 


y ; 


E value 


0 . ue / J 




Match length 


1/1/1 

Xft 4 




% identity 




=^ 


NCbi LJescnption 


(AUUUoDobj 4Ub KiDosomai protein bXo LAraDxaopsis tnaiianaj 


j= 
Li I 


beg . INO . 


LO / U J X 




beg. lu 


T xmi n^ — f\^A — 'D'\ —W] _n/i 
LiXhSJX / D — — rX — rvX — Ufl 


= 


ixieunoa 


DXtrtb 1 A 




NCBI GI 


g4454036 


Q 


BLAST score 


603 




E value 


y . ue D J 


Q 


Match length 


1 OQ 
Xzo 




% identity 


Q Q 

o y 




jNCoi uescnpcion 


^AXiUJDjy4; putiaLive major xatzex protein [Araoiuopsis 


n 




thaliana] 




beg . INO . 


ID f U JZ 




beg. lu 


lilooX / tD— U d4 — r X J\X UD 






D±jr\iJ L IN 




NCBI GI 


gl6371 




BLAST score 


35 




TT ^1 1 1 £^ 

Cj Va.iue 


Z • Uc X U 




Daai-Cn lengtn 


7 1 
/ X 




% identity 


o / 




inudx uescnpt-ion 


H.t.naxiana gene ^Xiriur An xou) ror cnxoropnyxx sl/d Dinamg 






protein 






157033 




Seg. ID 


LIB3176-064-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g2252841 




BLAST score 


182 




E value 


4.0e-18 




Match length 


110 



20507 



% identity 

NCBI Description 



44 

(AF013293) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157034 

LIB3176-064-P1-K1-D8 

BLASTN 

g3176695 

60 

2,0e-25 

133 

90 

Arabidopsis thaliana chromosome I BAG F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



157035 

LIB317 6-064-P1-K1-E1 

BLASTX 

gl657621 

778 

3.0e-83 

158 

95 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157036 

LIB317 6-064-P1-K1-E10 

BLASTN 

g3883123 

146 

2.0e-76 

378 

85 

Arabidopsis thaliana arabinogalactan-protein (AGP3) mRNA, 
complete cds 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157037 

LIB3176-064-P1-K1-E12 

BLASTX 

g465602 

210 

8.0e-17 

84 

52 

HYPOTHETICAL 32.9 KD PROTEIN IN NFO-FRUA INTERGENIC REGION 
>gi_405885 (U00007) yeiN [Escherichia coli] >gi_1788490 
(AE000306) orf, hypothetical protein [Escherichia coli] 
>gi_74 4200_prf 2014253BL yeiN gene [Escherichia coli] 

157038 

LIB3176-064-P1-K1-E2 

BLASTX 

g3249100 

442 

9.0e-46 
122 



20508 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

{AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb_H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 

157039 • 

LIB317 6-064-P1-K1-E4 

BLASTX 

g3128228 

77 

l.Oe-71 

146 

95 

{AC004077) putative ribosomal protein LISA [Arabidopsis 
thaliana] >gi_3337376 {AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

157040 

LIB3176-064-P1-K1-E5 

BLASTX 

gl24226 

62 

8.0e-26 

88 

72 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi__100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbagini folia] 

157041 

LIB317 6-064-P1-K1-E6 

BLASTN 

g3702735 

128 

9.0e-66 

164 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157042 

LIB317 6-064-P1-K1-E7 

BLASTX 

gll5767 

246 

2.0e-55 

122 

81 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



20509 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157043 

LIB3176-064-P1-K1-F10 

BLASTX 

g2062164 

300 

8.0e-28 

113 

67 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157044 

LIB3176-064-P1-K1-F2 

BLASTX 

gl707012 

383 

7.0e-37 

79 

94 

(U78721) tyrosyl-tRNA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No.. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157045 

LIB3176-064-P1-K1-F3 

BLASTX 

g3914442 

487 

4.0e-49 

145 

68 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

157046 

LIB3176-064-P1-K1-F4 

BLASTX 

gl350930 

566 

2.0e-58 

118 

96 

4 OS RIBOSOMAL PROTEIN S13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157047 

LIB3176-064-P1-K1-F6 

BLASTN 

g3337347 

55 

3.0e-22 

99 

89 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



157048 



20510 







Method 


BLASTX 


NCBI GI 


g3549670 


oio/io i score 


D 1 y 


E vslue 


n n-. CO 

/ . ue-o J 


Match length 




3- ^ /f^ ^ T ^ 1 F 

^ laencicy 


y 0 


Nt^oi uescription 


(ALUJl^y4) putative protexn [Arabidopsis thaliana] 


oecj. tsio . 


1 e;"7 Q 

i 0 / U4 y 


064. lU 




IMC cnoa 


DixH.b i IN 


NCBI GI 


g4206764 


BLAST score 


101 


E value 


i . ue-4 y 


Match length 


ZD / 


% identity 


0 D 


nudi uescripuion 


Arabidopsis thaliana putative type 1 membrane protein 




mRNA/ complete cds 


oeq. JNO . 


10 / uou 


beg. lu 


lilDOl / D-UD^-rl-Kl-CjlU 


Method 


BLASTX 


NCBI GI 


g4584527 


oLAoi score 




E value 


/ . ue-bi 


Match length 


14^ 


% laentity 


yu 


NCBI Description 


(AL049607) putative protein [Arabidopsis thaliana] 


oeg. NO. 


ID / UDl 




J-iXJDOl / D U Dfi rl J\l 


Method 


BLASTX 


NCBI GI 


g2245037 


rSLAol score 


lo4 


E value 


X . ue-iu 


Matcn lengtn 


1 4 


% identity 


4 b 


nldI uescripuion 


(zy/J4^:) nuclear antigen homolog [Arabidopsis thaliana 


beg. NO. 




beg. iu 


LIBoi / d-Ud4-P1-K1-Go 




RT a QTKT 
DJ-ii-ib i IN 


NCBI GI 


g4587641 


BLAST score 


235 


E value 


1 . ue— 1^: y 


Match length 


4 ^y 


% identity 


yo 


nudi uescripuion 


Arabidopsis thaliana chromosome I BAG F20D21 genomic 




seguence, complete seguence 


Seg. No. 


157053 


Seg. ID 


LIB3176-064-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g4589434 


BLAST score 


2 65 


E value 


l.Oe-147 



(PMP) 



20511 



Matcn length 


4dO 


^ laentity 




Nv^Di uescriptxon 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MNJ7, complete sequence 


beq. NO. 


lO /U04 


beq. iu 


LIBJ17d-0o4-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2829889 


oLi/ioi score 


401 


E value 


1 . Oe-4 3 


Matcn length 


98 


% laentity 


o n 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


oeq. NO. 


1 R T n t c 
lO /UOD 


beq. ID 


L1BJ17d-064-P1-K1-Go 


Me LhOU 


BllAb 1 A 




gi 1 ouz D 


oiiAbi score 


oil 


Ej value 


1 - ue- D J 


iYiaL.cn ± eng un 




ft- T A T*\ ^ T ^ T r 

^ laenuiLy 


C A 
OH 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 




>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 




>gi_255220_bbs_112862 isocitrate lyase, threo-D 




S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 




napus, seedlings, Peptide, 576 aa] >gi 167144 (L08482) 




isocitrate lyase [Brassica napus] >gi_447142__prf 1913424A 




isocitrate lyase [Brassica napus] 


beq. NO. 


1 c T c c 
lb /Ubb 


beq. lU 


lilool / b-UD4 -rl-Kl-Hl 


Method 


DT 7\ O T" V 

nliAb iX 


NCBI GI 


gl66867 


BLAST score 


180 


E value 


D . Oe-57 


Match length 


14d 


% xdentity 


78 


NCBI Description 


(J05216) ribosomal protein Sll (probable start codon at bp 




67) [Arabidopsis thaliana] 


Seq. No. 


ID / UD / 


beq. ID 


L1B31 /d-0d4-P1-K1-H3 


we unoa 


DT a CPV 


NUoi LjI 


goi / Dbbo 


BLAST score 


353 - 


E value 


6.0e-34 


Match length 


Q A 

oU 




o o 


NCBI Description 


(AC004393) Similar to ribosomal protein L17 gb X62724 from 




Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 




gb_Z33937 come from this gene. [Arabidopsis thaliana] 


Seq. No. 


157058 


Seq. ID 


LIB3176-064-P1-K1-H4 



Method 



BLASTX 



20512 



NCBI GI 


g3805849 


BLAST score 


699 


E v3lue 


o . ue— / H 


^ ^ r\ 1 ^s. ^% ^ 

Mai-cn j.engt.n 


loo 


% identity 




iMuiDi uesCiipuion 


IHiiUjiyoD; cyuopiasmatiic aconicaue nyaratase tci 




hydro-lyase) (aconitase) (EC 4.2.1.3) [Arabidopsis 


Ocrt^ > iNvJ • 


±U / U O -7 


oeq. xU 


LiioJl /D UD'l"'lrl j\l — no 


Mo-t- Vir^H 

lYie unoQ 




NCBI GI 


g4519192 


BLAST score 


132 


E V3lue 


^ . ue DO 


Match length 


Z 1 D 


% identity 


y J- 


wudi uescripLion 


Arabidopsis thaliana genomic DNA^ chromosome 3^ 




MBK21, complete sequence 


oeq . iNo . 


ID / U DU 


oeq. iu 


IjIdJI / D-UD4 — rl — iS.!— rib 


Method 


BLASTN 


NCBI GI 


g296084 


nLi/voi score 


Q 

o y 


E value 


4 . ue- 1 J 


Matcn lengtn 


oy 


% Identity 


yz 


NCBI Description 


A. thaliana mRNA for transmembrane protein A 


beq . NO . 


1 0 / U D 1 


oeq . i. u 


T TR'^I 1 (^ — ^^A — 'D^ — T^l — Ul 
J_iXoj± / D UDrl irX iM rl / 


Method 


nliAb i IN 


NCBI GI 


g2894591 


BLAST score 


218 


E value 


1 ni::^— 1 1 Q 

1 . ue iiy 


Matcn lengtn 


z bz 


% Identity 


y b 


iNL/oi uescripuion 


/iraDiaopsis unaiiana uln/^ cnromosome ft / n/iv^ cione 




ItiObAii project; 


oeq. LN o - 


X J / U 


beq. lu 


lilnJl /D UuO IrX i\l HI 


Method 


BLASTN 


NCBI GI 


gl313927 


dLAoI score 


DU 


E value 


o . ue— ly 


Match length 


zuz 


% identity 


o z 


NCBI Description 


B.oleracea mRNA for IFA binding protein (splO) 


O • Vi\J m 


157063 


Seq. ID 


LIB3176-065-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2190554 


BLAST score 


229 


E value 


5.0e"19 


Match length 


102 



PI clone: 



20513 



% identity 

NCBI Description 



Seq. No. 

Seq. .,ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

(AC001229) Similar to Arabidopsis cytochrome P450 CYP90 
(gb_X87367). [Arabidopsis thaliana] 

157064 

LIB3176-065-P1-K1-A12 

BLASTX 

gl705677 

243 

l.Oe-20 

137 

21 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 

157065 

LIB317 6-065-P1-K1-A2 

BLASTX 

g584882 

262 

3.0e-54 

122 

88 

CYCLOARTENOL SYNTHASE (2, 3-EP0XYSQUALENE--CYCL0ARTEN0L 
CYCLASE) >gi_452446 (U02555) cycloartenol synthase; 
(S) -2, 3-epoxysqualene mutase [Arabidopsis thaliana] 

157066 

LIB3176-065-P1-K1-A3 

BLASTX 

gl32939 

47 

l.Oe-55 

129 

89 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
{M32654) ribosomal protein [Arabidopsis thaliana] 

157067 

LIB3176-065-P1-K1-A4 

BLASTX 

g399013 

378 

2.0e-36 

85 

88 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
{ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP^ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator* [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



20514 



O C ^ ■ IN • 


JLU / \J\jO 




JjIDOX/O UOO irJ. i\x riO 


Method 


BLASTX 


NCBI GI 


g4581141 




J ** *i 


JLi vox KJLKH 




L'iaLi— 11 LIl 


1 AO 
X f± ^ 


o i^-ldlL.XL.y 


J 0 




iHL^uuDyiyj unKnown prorem [Araoiuopsis rnaiianaj 


9 fan Mn 






Jji-DOX / D U DO It X J\X riD 


Method 


RT.A^ITN 
oxtno 1 IN 


NCBI GI 


a4704539 


BLAST score 


47 


E value 


3.0e-17 


LidH^il xciiyun 


1 DO 


^ -Hj.cnt.j.t.y 


ft 7 


iNv^DX uesciTxp L. xon 


Alluaudxopsis marnieriana ribosonial protein LI 6 (: 




gene/ cnxoropxasT, gene encoQxng cnxoropxast prote. 




parcxax cas 


O C ■ l\\J t 


X O / U / U ■' 


Ccirr in 

Oc ■ XL/ 


XiXDO X / D U DO rX i\X /i / • 


Method 


BLASTX 


NCBI GI 


g2914703 


oxj>h.o 1 scoxe 


Dz U 


E value 


y - ue— DO 


Match length 


ion 
XZU 


^ T 4* T 1 T 

^ laenuXLy 


Q7 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


O C • IN (J • 


1 RT 07 1 
X O / U / X 


Sea ID 


LIB317 6-nfiS-Pl-Kl -Ag 


Method 


BLASTX 


NCBI GI 


g3434971 


BLAST score 


264 


E value 


3.0e-54 


Match length 


119 


% identity 


88 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 

157072 

LIB3176-065-P1-K1-B1 

BLASTX 

g3927830 

192 

l.Oe-14 

86 

50 

{AC005727) hypothetical protein [Arabidopsis thaliana] 
157073 

LIB3176-065-P1-K1-B10 

BLASTX 

g3334141 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 65 

l.Oe-46 

115 

77 

CENTROMERE/MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737890 (U59149) nucleolar protein CaCbfSp [Candida 
albicans] 

157074 

LIB3176-065-P1-K1-B2 

BLASTX 

g4582430 

438 

l.Oe-43 

85 

92 

(AC007196) nonsense-mediated mRNA decay protein 
[Arabidopsis thaliana] 

157075 

LIB3176-065-P1-K1-B3 

BLASTX 

g3688799 

529 

3.0e-54 

112 

49 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157076 

LIB3176-065-P1-K1-B4 

BLASTN 

g3738275 

301 

l.Oe-169 

349 

97 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157077 

LIB3176-065-P1-K1-B6 

BLASTN 

g4406752 

208 

l.Oe-113 

259 

94 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157078 

LIB3176-065-P1-K1-B7 

BLASTN 

g4165340 



20516 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



259 

i;0e-144 

420 

99 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157079 

LIB317 6-065-P1-K1-B8 

BLASTX 

gll9143 

529 

l.Oe-68 

136 

95 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34 4 54_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

157080 

LIB3176-065-P1-K1-C1 

BLASTX 

g70642 

685 

2.0e-72 
141 

22 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17 678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 

157081 

LIB317 6-065-P1-K1-C10 

BLASTN 

g2264311 

355 

O.Oe+00 

388 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLNl, complete sequence [Arabidopsis thaliana] 

157082 

LIB317 6-065-P1-K1-C11 

BLASTX 

g2160168 

498 

2.0e-50 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
88 

(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb_T41853,gb_T76648 come from this gene. [Arabidopsis 
thaliana] 

157083 

LIB3176-065-P1-K1-C12 

BLASTN 

g3702735 

301 

l.Oe-169 

434 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQL5, complete sequence [Arabidopsis thaliana] 

157084 

LIB3176-065-P1-K1-C2 

BLASTX 

g2500430 

655 

7.0e-69 

127 

100 

4 OS RIBOSOMAL PROTEIN SI 6 
157085 

LIB3176-065-P1-K1-C3 

BLASTX 

gl346194 

686 

2.0e-72 

140 

96 

GLUTATHIONE REDUCTASE, CYTOSOLIC (GR) (GRASE) (OBP29) 
>gi_1022797 (U37697) glutathione reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157086 

LIB3176-065-P1-K1-C4 

BLASTX 

g4454036 

716 

5.0e-76 

134 

97 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

157087 

LIB3176-065-P1-K1-C6 

BLASTX 

g3319350 

102 

2.0e-51 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
99 

(AF077407) No definition line found [Arabidopsis thaliana] 
157088 

LIB317 6-065-Pl-Kl-c'8 

BLASTN 

g3319339 

57 

3.0e-23 

69 

96 

Arabidopsis thaliana BAC F9D12 
157089 

LIB3176-065-P1-K1-D10 

BLASTX 

gll5767 

684 

3.0e-72 

133 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

157090 

LIB317 6-065-P1-K1-D11 

BLASTX 

g3242077 

652 

2.0e-68 

146 

84 

(AJ003119) protein phosphatase 2C [Arabidopsis thaliana] 
157091 

LIB317 6-065-P1-K1-D12 

BLASTN 

gl063683 

263 

l.Oe-146 

311 

96 

Arabidopsis thaliana glycine-rich protein (AtGRP2b) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157092 

LIB317 6-065-P1-K1-D2 

BLASTX 

gll3026 

682 

5.0e-72 
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Match length 

% identity 

NCBI Description 



136 
95 

ISOCITRATE LYASE (ISOCITE^SE) (ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 {L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



oeq . INO . 


ID / uy J 


Qorr T n 

oecj . 1 u 


IjIOOX / D U do it I JaX 






NCBI GI 


gl652678 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


126 


% identity 


54 


NCBI Description 


(D90907) amidase [Synechocystis 


Seq. No. 


157094 


Seq.. ID 


LIB317 6-065-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2506276 ^ 


BLAST score 


406 


E value 


l.Oe-39 


Match length 


91 


% identity 


93 


NCBI Description 


RUBISCO SUBUNIT BINDING-PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U49357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi_4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 

157095 

LIB317 6-065-P1-K1-D5 

BLASTX 

g4056500 

285 

2.0e-25 

58 

100 

(AC005896) 
thaliana] 



putative acetyltransf erase [Arabidopsis 



157096 

LIB317 6-065-P1-K1-D6 

BLASTX 

gll72873 

640 

4.0e-67 

144 

82 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 



20520 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

157097 

LIB317 6-065-P1-K1-D7 

BLASTN 

g2564048 

196 

l.Oe-106 

278 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15/ complete sequence [Arabidopsis thaliana] 

157098 

LIB317 6-065-P1-K1-D9 

BLAS.TX 

g2499498 

394 

2.0e-38 

124 

68 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC 

>gi_1161602_emb_CAA8B840_ (Z48976) phosphoglycerate kinase 
(PGK) [Nicotiana tabacum] 

157099 

LIB317 6-065-P1-K1-E1 

BLASTN 

g2351061 

241 

l.Oe-133 

426 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157100 

LIB317 6-065-P1-K1-E10 

BLASTX 

g399091 

407 

9.0e-40 

117 

73 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON POMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

{H+-PPASE) >gi_282878_pir ^A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 
Arabidopsis thaliana >gi_166634 (M81892) vacuolar 
H+-phosphatase [Arabidopsis thaliana] 

157101 

LIB317 6-065-P1-K1-E11 

BLASTX 

g99696 

416 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



9.0e-41 

102 

80 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

157102 

LIB317 6-065-P1-K1-E12 

BLASTX 

gll69280 

519 

7.0e-53 

151 

61 

DEHYDRIN COR47 (COLD-INDUCED COR47 PROTEIN) 
>gi_2627135_dbj_BAA23547_ (AB004872) COR47 [Arabidopsis 
thaliana] 

157103 

LIB317 6-065-P1-K1-E2 

BLASTX 

g2982301 

189 

3.0e-14 

8 9 

51 

(AF051235) YGLOlOw-like protein [Picea mariana] 
157104 

LIB3176-065-P1-K1-E3 

BLASTX 

gl363489 

554 

5.0e-57 

115 

91 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157105 

LIB3176-065-P1-K1-E4 

BLASTX 

g2677828 

418 

5.0e-41 

116 

67 

(U93166) cysteine protease [Prunus armeniaca] 
157106 

LIB3176-065-P1-K1-E5 
BLASTN 
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NCBI GI 


gl6255 


BLAST score 


147 


tt va±ue 


D . ue / / 


lYiatcn ±enyL.n 


J J 1 


% identity 




NL-oi uescription 


A.thaliana A2 and A3 genes encoding elongation fac 




i~aipna 




1 S7 1 07 


oeq . lU 


LilOJX / D U 00 r 1""1\1 — tiD 






NCBI GI 


g2706450 


BLAST score 


256 


E V3lue 


H . ue— 


^ ^ p^ J ^ V% 

iYiaT_cn lengun 




% identity 


/ z 


NL^Di uescripLion 


{AJ225172) magnesium dependent soluble inorganic 




pyrophosphatase [Solanum tuberosum] 


O € • LN O . 


LD 1 1 U 0 


Cci/-^ T n 

oSq • LU 


T Xmi 7C_n^c:_Dl — W^ _T77 


lyie unoa 


£3ijR.O i A 


NCBI GI 


gl076715 


BLAST score 


234 


E value 


z . ue"" 1 y 


Match length 


Q Q 

o o 


% Identity 




NCBI Description 


abscisic acid-induced protein HVA22 - barley >gi 4 




(Liyiiyj AZZ [Horaeum vulgarej 


oeq . iNO . 


1 7 1 HQ 
13 / 1 u y 


O C • X U 


T TR"^! 7fi — OfiR — Pi — VI — 
JblDJl/D UOJ Irl J\l CjO 


Method 


BLASTX 


NCBI GI 


. g2832625 


tjij/io i score 


1 T R 
1/0 


E value 


1 . ue— iz 


Match length 


y / 


% identity 


JO 


NCBI Description 


(ALUzl/lij putative protein LArabiaopsis thaliana] 


oeq . INO . 


1 0 / 1 lU 


oeq. lu 


LilJDOl / D UDO~rl — l\l— lljy 




OJ-LTlO 1 A. 


NCBI GI 


g2738248 


BLAST score 


714 


Hi value 


p Ho— 7*^ 

tj • ue f D 


Match length 


1 ^ u 


% identity 


y o 


NCBI Description 


{U97200) cobalamin-independent methionine synthase 




[Arabidopsis thaliana] 


Seq. No. 


157111 


Seq. ID 


LIB3176-065-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


96 


E value 


2.0e-03 



20523 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



133 
56 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hinm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

157112 

LIB3176-065-P1-K1-F10 

BLASTX 

g2865623 

456 

2.0e-45 

99 

90 

{AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 

157113 

LIB317 6-065-P1-K1-F12 

BLASTN 

g2182287 

333 

O.Oe+00 

417 

95 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

157114 

LIB317 6-065-P1-K1-F3 

BLASTX 

gll70373 

642 

3.0e-67 

130 

98 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397 4 82_emb_CAA52 684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

157115 

LIB317 6-065-P1-K1-F4 

BLASTX 

g2062159 

491 

l.Oe-49 

147 

36 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

157116 

LIB3176-065-P1-K1-F5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4678935 

235 

2.0e-19 

64 

67 

(AL049711) putative protein [Arabidopsis thaliana] 
157117 

LIB317 6-065-P1-K1-F6 

BLASTX 

g4581108 

334 

3.0e-31 

144 

49 

(AC005825) putative chloroplast outer membrane protein 
86, also very similar to GTP-inding protein from pea 
(GB:L36857) [Arabidopsis thaliana] 

157118 

LIB317 6-065-P1-K1-F8 

BLASTX 

gl363489 

756 

l.Oe-80 

142 

96 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592__ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157119 

LIB317 6-065-P1-K1-G1 

BLASTX 

g2341034 

359 

2.0e-34 

102 

77 

{AC000104) F19P19.13 [Arabidopsis thaliana] 
157120 

LIB317 6-065-P1-K1-G10 

BLASTN 

g3702731 

334 

O.Oe+00 

377 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFC19, complete sequence [Arabidopsis thaliana] 

157121 

LIB317 6-065-P1-K1-G11 

BLASTX 

g3915826 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



574 

2.0e-59 

138 

79 

60S RIBOSOMAL PROTEIN L5 
157122 

LIB3176-065-P1-K1-G12 

BLASTN 

g4159707 

207 

l.Oe-112 

422 

97 

Arabidopsis thaliana genomic DNA, 
MJK13/ complete sequence 



chromosome 3, PI clone: 



157123 

LIB3176-065-P1-K1-G2 

BLASTX 

gll3026 

535 

8.0e-55 

124 

85 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_6B211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 

157124 

LIB3176-065-P1-K1-G3 

BLASTX 

g4455253 

586 

9.0e-61 

144 

78 

(AL035523) superoxide dismutase (EC 1.15.1.1) 
(Fe) (fragment) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



157125 

LIB3176-065-P1-K1-G4 

BLASTN 

g3337347 

290 

l.Oe-162 

382 

100 

Arabidopsis thaliana chromosome II BAG F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157126 

LIB3176-065-P1-K1-G5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2062161 

693 

3.0e-73 

132 

50 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157127 

LIB317 6-065-P1-K1-G6 

BLASTX 

gll5484 

564 

4.0e-58 

110 

59 

CALMODULIN 1 >gi_71684_pir MCPZDC calmodulin - carrot 

>gi_478 632_pir S22971 calmodulin - trumpet lily 

>gi_541839_pir S40301 calmodulin - Red bryony 

>gi_2129970_pir S70768 calmodulin CAM81 - garden petunia 

>gi_18326_emb_CAA42423_ (X59751) calmodulin [Daucus carota] 
>gi_194 47_emb_CAA78301_ (Z12839) calmodulin [Lilium 
longiflorum] >gi_169207 (M80836) calmodulin [Petunia 
hybrida] >gi_308900 (L18912) calmodulin [Lilium 
longiflorum] >gi_505154_emb_CAA43143_ (X60738) Calmodulin 
[Malus domestical >gi_535444 (U13882) calmodulin [Pisum 

sativum] >gi_4 4 5602_prf 1909349A calmodulin [Daucus 

carota] 

157128 

LIB317 6-065-P1-K1-G7 

BLASTN 

g2262155 

63 

7.0e-27 

212 

87 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

157129 

LIB317 6-065-P1-K1-G8 

BLASTX 

gll3026 

580 

4 .Oe-60 

127 

87 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



20527 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157130 

LIB3176-065-P1-K1-H1 

BLASTN 

gl657620 

371 

O.Oe+00 

399 * ■ 

98 

Arabidopsis thaliana putative acyl-coA dehydrogenase G6p 
{AtG6) mRNA, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157131 

LIB317 6-065-P1-K1-H11 

BLASTX 

gll5767 

510 

5.0e-52 

102 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157132 

LIB3176-065-P1-K1-H4 

BLASTX 

g2970034 

697 

9,0e-74 

127 

98 

(D88536) delta 9 desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157133 

LIB3176-065-P1-K1-H6 

BLASTX 

g2586083 

66 

4 .8e+00 

95 

7 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157134 

LIB3176-065-P1-K1-H7 

BLASTX 

g4432855 

4 67 

8.0e-47 

96 

100 

{AC006300) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157135 

LIB317 6-066-P1-K1-A1 

BLASTX 

g4581156 

677 

2.0e-71 

148 

93 

(AC006919) putative pyruvate 



kinase [Arabidopsis thaliana] 



157136 

LIB3176-066-P1-K1-A2 

BLASTX 

gll3026 

598 

4.0e-62 

128 

89 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 

157137 

LIB317 6-066-P1-K1-A3 

BLASTX 

gl084350 

617 

2.0e-64 

124 

91 

glutamate — ammonia ligase (EC 6.3.1.2) - rape 
>gi_599656_emb_CAA58118. 1_ (X82997) glutamate— ammonia 
ligase [Brassica napus] 

157138 

LIB317 6-066-P1-K1-A4 

BLASTN 

g2829274 

75 

5.0e-34 

215 

84 

Arabidopsis thaliana nucleoside diphosphate kinase 3 
{ndpk3) mRNA, complete cds 

157139 

LIB3176-066-P1-K1-A6 
BLASTX 

g4502315 .W 
173 

2.0e-12 
116 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



33 

ATPase, H+ transporting, lysosomal (vacuolar proton pump) 
42kD >gi_401329_sp_P21283_VATC_HUMAN VACUOLAR ATP SYNTHASE 

SUBUNIT C (V-ATPASE C SUBUNIT) >gi_542836_pir JN0907 

H+-transporting ATPase (EC 3.6.1.35) chain C, vacuolar - 
human >gi_37643_emb_CAA48903_ (X69151) vacuolar 
proton-ATPase [Homo sapiens] 

157140 

LIB3176-066-P1-K1-B1 

BLASTX 

g4103635 

145 

5.0e-09 

80 

41 

(AF026538) ABA- responsive protein [Hordeum vulgare] 
157141 

LIB317 6-066-P1-K1-B2 

BLASTN 

g4263694 

203 

l.Oe-110 

227 

97 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157142 

LIB3176-066-P1-K1-B6 

BLASTN 

gl532162 

203 

l.Oe-110 

301 

46 

Arabidopsis -thaliana AT. 1.24-1, AT. 1.24-2, 
AT. 1.24-4, AT. I. 24-5, AT. 1.24-6, AT. I. 24-9 
genes, partial cds, AT. I. 24-7, ascorbate peroxidase 
(ATHAPXl), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 



AT. 1.24-3, 
and AT. 1.24-14 



157143 

LIB3176-066-P1-K1-B9 

BLASTN 

gl6472 

163 

l.Oe-86 

238 

92 

A. thaliana rRNA repeat unit, most frequent IGR type 
157144 

LIB3176-066-P1-K1-C1 

BLASTX 

gl480347 

365 
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E value 
Match length 
^% identity 
NCBI Description 

Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-35 

122 

59 

(X99419) ferrodoxin NADP oxidoreductase [Pisum sativum] 
157145 

LIB3176-066-P1-K1-C3 

BLASTX 

g4582468 

584 

l.Oe-60 

128 

94 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

157146 

LIB317 6-066-P1-K1-C4 

BLASTN 

g3319339 

57 

3.0e-23 

69 

96 

Arabidopsis thaliana BAC F9D12 



157147 

LIB317 6-066-P1-K1-C5 

BLASTX 

g2829897 

243 

l.Oe-20 

90 

62 

(AC002311) Unknown protein 



[Arabidopsis thaliana] 



157148 

LIB3176-066-P1-K1-C6 

BLASTX 

gll69278 

293 

2.0e-26 

75 

81 

DEHYDRIN ERD14 >gi_55 647 4_dbj_BAA04 5 69_ (D17715) ERD14 
protein [Arabidopsis thaliana] 

157149 

LIB317 6-066-P1-K1-C8 

BLASTN 

g2459406 

65 

3.0e-28 

189 

84 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana]. 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157150 

LIB317 6-066-P1-K1-D1 

BLASTX 

gll68749 

290 

4.0e-26 

112 

33 

CALMODULIN-6 >gi_1076298_pir S35187 calmodulin 6 - 

Arabidopsis thaliana >gi_16227_emb_CAA7 8059_ {Z12024) 
calmodulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157151 

LIB3176-066-P1-K1-D3 

BLASTN 

g3426033 

110 

6.0e-55 

225 

94 

Arabidopsis thaliana chromosome II BAG F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157152 

LIB317 6-066-P1-K1-D4 

BLASTX 

g2995990 

525 

l.Oe-53 

121 

84 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No. 


157153 


Seq. ID 


LIB3176-066-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl483217 


BLAST score 


315 


E value 


l.Oe-177 


Match length 


418 


% identity 


98 


NCBI Description 


A. thaliana gene induced upon wounding stress 


Seq. No. 


157154 


Seq. ID 


LIB3176-066-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g4056476 


BLAST score 


107 


E value 


4.0e-53 


Match length 


286 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F3G5 genomic 




sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157155 

LIB3176-066-P1-K1-D8 

BLASTN 

g4056476 

78 

l.Oe-35 

186 

85 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157156 

LIB317 6-066-P1-K1-E1 

BLASTX 

g2129583 

578 

8.0e-60 

132 

88 

ferritin - Arabidopsis thaliana >gi_124 6401_emb_CAA63932_ 
(X94248) ferritin [Arabidopsis thaliana] 

157157 

LIB317 6-066-P1-K1-E10 

BLASTX 

g4759160 

332 

6.0e-31 

115 

53 

small nuclear ribonucleoprotein D3 polypeptide (18kD) 
>gi_1173456_sp_P43331_SMD3_HUMAN SMALL NUCLEAR 
RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN 03) (SM-D3) 
>gi_600750 (U15009) Sm D3 [Homo sapiens] 

157158 

LIB317 6-066-P1-K1-E3 

BLASTX 

gl363489 

637 

l.Oe-66 

133 

89 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157159 

LIB317 6-066-P1-K1-E4 

BLASTX 

g3402487 

179 

3.0e-13 

70 

56 

(AB015138) Vacuolar proton pyrophosphatase [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157160 

LIB3176-066-P1-K1-E5 

BLASTN 

gl531761 

46 

l.Oe-16 

94 

87 

A.thaliana gene encoding S-adenosylmethionine decarboxylase 
157161 

LIB3176-066-P1-K1-E6 

BLASTN 

g4757397 

43 

3.0e-15 

99 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBG14, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157162 

LIB3176-066-P1-K1-E7 

BLASTX 

gl20667 

466 

9.0e-47 

111 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

157163 

LIB3176-066-P1-K1-F1 

BLASTN 

g2182286 

104 

2.0e-51 

258 

98 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

157164 

LIB317 6-066-P1-K1-F2 

BLASTX 

g3617741 

597 

4.0e-62 

133 

90 
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NCBI Description 



(AC005687) L3 cytoplasmic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157165 

LIB3176-066-P1-K1-F3 

BLASTX 

gll3026 

183 

9.0e-14 

93 

42 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



157166 
LIB317 
BLASTX 
g30212 
214 

4 .Oe-1 

121 

40 

(AL022 
[Arabi 



6-066-P1-K1-F4 

70 

7 



347) serine/threonine kinase -like protein 
dopsis thaliana] 



157167 

LIB3176-066-P1-K1-F6 

BLASTN 

g4539448 

135 

8.0e-70 

362 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T5C23 



157168 

LIB3176-066-P1-K1-F7 

BLASTX 

g3402722 

568 

l.Oe-58 

137 

84 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 
157169 

LIB3176-066-P1-K1-F8 

BLASTX 

g625977 

547 

3.0e-56 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



112 
94 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

157170 

LIB3176-066-P1-K1-G1 

BLASTN 

g4056476 

56 

l.Oe-22 

96 

90 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157171 

LIB317 6-066-P1-K1-G10 

BLASTN 

g4589434 

101 

l.Oe-49 

263 

92 

Arabidopsis thaliana genomic 
MNJ7, complete sequence 



DNA, chromosome 5, PI clone : 



157172 

LIB317 6-066-P1-K1-G2 

BLASTX 

gl705677 

48 

2.0e-ll 

68 

27 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (037587) cell 
di vision cycle protein [Arabidopsis thaliana] 

157173 

LIB3176-066-P1-K1-G3 

BLASTX 

g4056502 

639 

5.0e-67 

136 

93 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
157174 

LIB3176-066-P1-K1-G4 

BLASTX 

g4314378 

402 

3.0e-39 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
62 

(AC006232) putative lipase [Arabidopsis thaliana] 
157175 

LIB3176-066-P1-K1-G6 

BLASTN 

g3450888 

110 

7.0e-55 

222 

96 

Arabidopsis thaliana 19S proteosome subunit 9 mRNA, 
complete cds 

157176 

LIB317 6-066-P1-K1-H1 

BLASTX 

g4185509 

564 

3.0e-58 

113 

96 

(AF102821) actin depolymerizing factor 3 [Arabidopsis 
thaliana] - 

157177 

LIB3176-066-P1-K1-H2 

BLASTX 

g2738248 

374 

6.0e-48 

131 

83 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

157178 

LIB3176-066-P1-K1-H5 

BLASTX 

g4337027 

417 

4.0e-41 

112 

78 

(AF123254) MFP2 [Arabidopsis thaliana] 
157179 

LIB3176-066-P1-K1-H9 

BLASTN 

g2765243 

130 

6.0e-67 

174 

94 

Arabidopsis thaliana mRNA for invertase inhibitor homolog 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157180 

LIB3176-067-P1-K1-A10 

BLASTX 

g3297824 

268 

2.0e-23 

55 

100 

(AL031032) bZIP transcription factor-like protein 
[Arabidopsis thaliana] 

157181 

LIB3176-067-P1-K1-A11 

BLASTN 

g4521999 

128 

2.0e-65 

203 

90 

Arabidopsis thaliana chromosome II BAC F2G1 genomic 
sequence, complete sequence 

157182 

LIB3176-067-P1-K1-A2 

BLASTX 

gl545805 

171 

4.0e-12 

120 

44 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacuxn] 
157183 

LIB3176-067-P1-K1-A3 

BLASTX 

g2492860 

640 

4.0e-67 

133 

95 

GLUTAMATE-l-SEMIALDEHYDE 2, 1-AMINOMUTASE 2 PRECURSOR (GSA 
2) (GLUTAMATE-l-SEMIALDEHYDE AMINOTRANSFERASE 2) (GSA-AT 2) 
>gi_4 98914 (U10278) glutamate-l-semialdehyde 
aminotransferase [Arabidopsis thaliana] 

157184 

LIB3176-067-P1-K1-A4 

BLASTN 

g2477521 

428 

0. Oe+00 

456 

98 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



157185 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-067-P1-K1-A7 

BLASTX 

gl402918 

474 

9.0e-48 

96 

92 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ {X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157186 

LIB317 6-067-P1-K1-A8 

BLASTX 

g3122232 

196 

4 .Oe-15 

100 

51 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi_1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi__4454008_enib_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 



Seq. No. 


157187 


Seq. ID 


LIB317 6-067-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2895510 


BLAST score 


49 


E value 


8.0e-17 


Match length 


70 


% identity 


67 


NCBI Description 


{AF033204) putative pectin methylesterase [Arabidopsis 




thaliana] 


Seq. No. 


157188 


Seq. ID 


LIB3176-067-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2443750 


BLAST score 


40 


E value 


3.0e-13 


Match length 


58 


% identity 


91 


NCBI Description 


Arabidopsis thaliana fumarase (FUMl) gene, complete cds 


Seq. No. " 


157189 


Seq. ID 


LIB3176-067-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g3746057 


BLAST score 


241 


E value 


l.Oe-133 


Match length 


336 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T16B12 genomic 



sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157190 

LIB3176-067-P1-K1-B2 

BLASTX 

g3785989 

539 

3.0e-55 

114 

89 

{AC005560) unknown protein [Arabidopsis thaliana] 
157191 

LIB317 6-067-P1-K1-B4 

BLASTX 

gl498629 

742 

5.0e-79 

146 

99 

(U66223) p40 protein homolog [Arabidopsis thaliana] 
157192 

LIB3176-067-P1-K1-B5 

BLASTX 

g3096935 

42 

4.0e-14 

146 

35 

{AL023094) putative protein [Arabidopsis thaliana] 
157193 

LIB3176-067-P1-K1-B6 

BLASTN 

g3046848 

207 

l.Oe-113 

267 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18C1, complete sequence [Arabidopsis thaliana] 

157194 

LIB3176-067-P1-K1-B7 

BLASTX 

g3121825 

310 

3.0e-28 

61 

95 

2-CYS PEROXIREDOXIN BASl PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910 (X94219) 
basl protein [Spinacia oleracea] ~ 

157195 

LIB3176-067-P1-K1-B8 

BLASTX 

g4115377 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



367 

4.0e-35 

133 

50 

{AC005967) unknown protein [Arabidopsis thaliana] 
157196 

LIB3176-067-P1-K1-B9 

BLASTX 

g3273743 

595 

9.0e-62 

118 

97 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC0054 99) unknown protein 
[Arabidopsis thaliana] 

157197 

LIB317 6-067-P1-K1-C1 

BLASTX 

g2191182 

194 

9.0e-15 

140 

11 

(AF007271) similar to N. tabacum membrane-associated 
salt-inducible protein ( PID: g473874 ) [Arabidopsis thaliana] 

157198 

LIB3176-067-P1-K1-C10 

BLASTX 

g4704613 

352 

l.Oe-33 

94 

76 

(AF109695) monodehydroascorbate reductase [Brassica juncea] 
157199 

LIB3176-067-P1-K1-C12 

BLASTX 

g4406816 

68 

2.0e-38 

91 

93 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
157200 

LIB3176-067-P1-K1-C3 . 

BLASTX 

g4538939 

514 

2.0e-52 

126 

80 
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NCBI Description {AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157201 

LIB3176-067-P1-K1-C5 

BLASTX 

g4406816 

725 

4.0e-77 

143 

97 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
157202 

LIB3176-067-P1-K1-C6 

BLASTX 

g3318617 

550 

l.Oe-56 

123 

85 

(AB016066) mitochondrial phosphate transporter [Arabidopsis 
thaliana] 

157203 

LIB3176-067-P1-K1-C8 

BLASTN 

g4314374 

389 

O.Oe+OO 

440 

97 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157204 

LIB3176-067-P1-K1-C9 

BLASTX 

g4586050 

258 • 

2.0e-22 

51 

96 

(AC007020) unknown protein [Arabidopsis thaliana] 
>gi_4588009_gb_AAD25950.1_AF085279_23 (AF085279) 
hypothetical protein [Arabidopsis thaliana] 

157205 

LIB3176-067-P1-K1-D1 

BLASTX 

g2342687 

219 

9.0e-18 

82 

54 

{AC000106) Similar to Beta integral membrane protein 
(gb_U43629). EST gb_W43122 comes from this gene. 
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[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157206 

LIB3176-067-P1-K1-D10 

BLASTX 

g549056 

283 

3.0e-25 

82 

70 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-l-BETA) (CCT-BETA) ' 

>gi_631651_pir S43059 CCT (chaperonin containing TCP-1) 

beta chain - mouse >gi_4 6854 6_emb_CAA83428_ (Z31553) CCT 
(chaperonin containing TCP-1) beta subunit [Mus musculus] 

157207 

LIB3176-067-P1-K1-D11 

BLASTX 

g2499542 

638 

8.0e-67 

139 

85 

IRON (III) -ZINC (II) PURPLE ACID PHOSPHATASE PRECURSOR (PAP) 
>gi_1218042 (U48448) secreted purple acid phosphatase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157208 

LIB3176-067-P1-K1-D12 

BLASTN 

g2914688 

113 

9.0e-57 

189 

71 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157209 

LIB3176-067-P1-K1-D2 

BLASTX 

gl652105 

191 

2.0e-14 

76 

50 

(D90902) hypothetical protein [Synechocystis sp.] 
157210 

LIB3176-067-P1-K1-D4 

BLASTX 

g2440029 

182 

3.0e-13 

71 

54 

{Y14851) DALl protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2440031_emb_CAA75115_ (Y14850) DALl protein 
[Arabidopsis thaliana] 

157211 

LIB3176-067-P1-K1-D5 

BLASTN 

g3510336 

417 

O.Oe+00 

449 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

157212 

LIB3176-067-P1-K1-D6 

BLASTX 

g499301 

192 

2.0e-14 

35 

100 

(X77116) ABIl [Arabidopsis thaliana] >gi_549981 (U12856) 
abscisic acid insensitive protein [Arabidopsis thaliana] 
>gi_4 538 937_emb__CAB3'9673.1_ (AL049483) protein phosphatase 
ABIl [Arabidopsis thaliana] 

157213 

LIB3176-067-P1-K1-D7 

BLASTN 

g3928074 

129 

3.0e-66 

376 

92 

Arabidopsis thaliana chromosome II BAG T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157214 

LIB317 6-067-P1-K1-D8 

BLASTX 

g2245136 

375 

3.0e-36 

98 

68 

(Z9734'4') trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

157215 

LIB317 6-067-P1-K1-D9 

BLASTN 

g3985957 

175 

8.0e-94 

232 

94 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity* 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 

157216 

LIB3176-067-P1-K1-E1 

BLASTX 

gl363489 

696 

l.Oe-73 

144 

90 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157217 

LIB3176-067-P1-K1-E10 

BLASTX 

g399013 

131 

2.0e-62 

151 

72 

ADP^ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

157218 

LIB3176-067-P1-K1-E11 

BLASTX 

gll5767 

516 

4.0e-54 

120 

93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-165/180) (LHCP) - >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

157219 

LIB3176-067-P1-K1-E12 

BLASTX 

gl769907 

802 

4.0e-86 

151 

98 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 



157220 

LIB3176-067-P1-K1-E2 

BLASTX 

gl702872 

672 

7.0e-71 

142 

94 

(Y09667) ferredoxin-dependent glutamate synthase 
[Arabidopsis thaliana] 

157221 

LIB3176-067-P1-K1-E3 

BLASTX 

gll5587 

94 

5.0e-71 . 

148 

86 

PHOSPHOENOLPYRUVATE CARBOXYLASE 1 (PEPCASE) (CP21) 

>gi_418801_pir S31159 phosphoenolpyruvate carboxylase (EC 

4.. 1.1.31) CP21 - sorghum >gi_21630_emb_CAA39197_ (X55664) 
phosphoenolpyruvate carboxylase [Sorghum bicolor] 
>gi_22615_emb_CAA4 6267_ (X65137) phosphoenolpyruvate 
carboxylase [Sorghum bicolor] 

157222 

LIB3176-067-P1-K1-E4 

BLASTX 

gl710840 

673 

5.0e-71 

135 

93 

ADENOSYLHOMOCYSTEINASE {S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) (CYTOKININ BINDING PROTEIN CBP57) 
>gi__441217_dbj_BAA03709_ (D16138) S-adenosyl-L-homocystein 
hydrolase [Nicotiana sylvestris] >gi_1857 024_dbj_BAA08142_ 
(D45204) S-adenosyl-L-homocysteine hydrolase [Nicotiana 
tabacum] >gi_2588781_dbj_BAA23164_ {D49804) 
S-adenosyl-L-homocysteine hydrolase [Nicotiana tabacum] 

157223 

LIB3176-067-P1-K1-E5 

BLASTX 

g2497539 

648 

5.0e-68 

144 

85 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
{M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 

157224 

LIB3176-067-P1-K1-E6 
BLASTX 



20546 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4415907 
550 

2.0e-56 

108 

99 

(AC006282) 60S ribosomal protein L24 [Arabidopsis thaliana] 
>gi_4581159_gb_AAD24 643. 1_AC006919_21 (AC006919) putative 
60S ribosomal protein L24 [Arabidopsis thaliana] 

157225 

LIB317 6-067-P1-K1-F1 

BLASTX 

g3355617 

371 

2.0e-35 

86 

77 

(AJ000229) unnamed protein product [Hordeum vulgare] 
157226 

LIB3176-067-P1-K1-F11 

BLASTN 

g2264315 

280 

l.Oe-156 

292 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRN17, complete sequence [Arabidopsis thaliana] 

157227 

LIB3176-067-P1-K1-F12 

BLASTX 

g3335355 

75 

l.Oe-lO 

47 

28 

{At004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 

157228 

LIB3176-067-P1-K1-F4 

BLASTX 

g462650 

800 

8.0e-86 

155 

98 

DNA {CYTOSINE-5) -METHYLTRANSFERASE (DNA METHYLTRANSFERASE) 
(DNA METASE) >gi_1363480_pir S59604 DNA 

(cytosine-5-) -methyltransf erase (EC 2.1.1.37) - Arabidopsis 
thaliana >gi_304107 {L10692) cytosine-5 methyltransf erase 
[Arabidopsis thaliana] 



20547 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157229 

LIB3176-067-P1-K1-F5 

BLASTX 

g3881976 

372 

2.0e-49 

130 

74 

(AJ012409) hypothetical protein [Homo sapiens] 
157230 

LIB3176-067-P1-K1-F7 

BLASTX 

g99696 

525 

l.Oe-53 

131 

81 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thaliana] >gi_2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

157231 

LIB3176-067-P1-K1-F8 

BLASTX 

g4371282 

247 

6.0e-21 

68 

76 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 

157232 

LIB3176-067-P1-K1-F9 

BLASTX 

g4263712 

287 

3.0e-33 

87 

87 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 

157233 

LIB3176-067-P1-K1-G1 

BLASTX 

g2160175 

626 

2.0e-65 

123 

96 

(AC000132) Strong similarity to Dianthus cysteine 



20548 



proteinase (gb_U17135) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157234 

LIB3176-067-P1-K1-G10 

BLASTX 

g2146797 

61 

2.0e-31 

107 

41 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 {U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_i 587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157235 

LIB3176-067-P1-K1-G11 

BLASTX 

g4586256 

532 

l.Oe-54 

111 

95 

(AL049640) probable photosystem I 
[Arabidopsis thaliana] 



chain XI precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157236 

LIB3176-067-P1-K1-G2 

BLASTN 

g3128142 

237 

l.Oe-130 

360 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157237 

LIB317 6-067-P1-K1-G3 

BLASTN 

g2815519 

150 

l,0e-78 

415 

95 

Arabidopsis thaliana BAG T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157238 

LIB3176-067-P1-K1-G5 

BLASTX 

g3334140 

116 

8.0e-06 

104 

53 

CENTROMERE/MICROTUBULE 



BINDING PROTEIN CBF5 



20549 



(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737888 (U59148) nucleolar protein AnCbfSp [Emericella 
nidulans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157239 

LIB317 6-067-P1-K1-G6 

BLASTN 

g3785992 

70 

3.0e-31 

250 

64 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157240 

LIB317 6-067-P1-K1-G7 

BLASTN 

g4159709 

81 

2.0e-37 

197 

86 

Arabidopsis thaliana genomic 
MLN21, complete sequence 



DNA, chromosome 3, PI clone: 



157241 

LIB317 6-067-P1-K1-H1 

BLASTN 

g4580745 

188 

l.Oe-101 

418 

98 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157242 

LIB317 6-067-P1-K1-H11 

BLASTN 

g4468103 

314 

l.Oe-176 

422 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



M3E9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157243 

LIB317 6-067-P1-K1-H12 

BLASTX 

gl255951 

47 7 

5.0e-48 

107 

80 

(X96932) PS60 [Nicotiana tabacum] 



20550 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157244 

LIB3176-067-P1-K1-H2 

BLASTX 

g3421096 

504 

3.0e-51 

118 

88 

(AF04 3528) 20S proteasome subunit PAGl [Arabidopsis 
thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157245 

LIB3176-067-P1-K1-H3 

BLASTN 

g3B10584 

222 

l.Oe-121 

347 

95 

Arabidopsis thaliana chromosome II BAC T6B13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157246 

LIB3176-067-P1-K1-H4 

BLASTX 

g2130028 

352 

2.0e-33 

86 

73 

B12D protein - barley >gi_4 71319_emb_CAA54065 . 1_ (X76604) 
HvB12D [Hordeum vulgare] >gi_3445292_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 



Seq. No. 


157247 


Seq. ID 


LIB3176-067-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


557 


E value 


l.Oe-57 


Match length 


110 


% identity 


98 


NCBI Description 


(AL021711) putative protein 


Seq. No. 


157248 


Seq. ID 


LIB3176-067-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl906826 


BLAST score 


339 


E value 


2.0e-32 


Match length 


64 


% identity 


100 


NCBI Description 


(Y11827) heat shock protein 


Seq. No, 


157249 



20551 ' 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



LIB3176-067-P1-K1-H8 

BLASTX 

g3319349 

52 

l.Oe-64 

137 

91 

{AF077407) No definition line found [Arabidopsis thaliana] 
157250 

LIB3176-067-P1-K1-H9 

BLASTN 

g3766106 

125 

5.0e-64 

263 

96 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

157251 

LIB317 6-068-P1-K1-A10 

BLASTX 

g3702352 

495 

5.0e-50 

97 

100 

(AC005397) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

157252 

LIB317 6-068-P1-K1-A2 

BLASTN 

g2062153 

95 

2.0e-46 

130 

35 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157253 

LIB317 6-068-P1-K1-A3 

BLASTX 

g4262239 

273 

5.0e-24 

142 

41 

(AC006200) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157254 

LIB3176-068-P1-K1-A5 

BLASTN 

g4519191 



20552 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 

8.0e-78 

209 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K9P8, complete sequence 

157255 

LIB3176-068-P1-K1-A8 

BLASTN 

g4585890 

119 

3.0e-60 

257 

91 

Arabidopsis thaliana chromosome II BAG T3G21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157256 

LIB317 6-068-P1-K1-A9 

BLASTN 

g2736154 

40 

5.0e-13 

152 

83 

Arabidopsis thaliana sulfolipid biosynthesis protein 
mRNA, complete cds 



(SQDl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157257 

LIB3176-068-P1-K1-B10 

BLASTN 

g2656028 

49 

9.0e-19 

135 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157258 

LIB317 6-068-P1-K1-B12 

BLASTX 

g3915826 

616 

3.0e-64 

144 

81 

60S RIBOSOMAL PROTEIN L5 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157259 

LIB3176-068-P1-K1-B2 

BLASTX 

g4096693 

191 

5.0e-21 
105 



20553 



% identity 

NCBI Description 



57 

(U37235) cinnamate 4 -hydroxylase [Arabidopsis thaliana] 



Seq. No. 


157260 


Seq. ID 


LIB317 6-068-P1-K1-B6 


Me unOu 


tiijAbl A 




giy^b^oi 


BiiAbi score 


z /d 


E value 


z • ue <i ^ 


Match length 


/ y 


% xaentity 




WL,Di uescripuxon 


^uoyiDoj proniDiuxn [HxaDxaopsrs tnaxianaj -^gx fiuy/Dz?^; 




^UDDDyo; proniDicm o i/\raDiaopsis unaxianaj 


Seq. No. 


157261 


beq. ID 


JjxdoI / 0"UD0 lrl r\l"'n/ 


KjI A 4- 

Metnoa 


oLiAb i N 


NLol LjI 


_T C "3 O T 


BLAST score 


z yu 


E value 


1 , Ue-x b^: 


Match length 


Jl / 


% identity 


Q Q 

y o 


NCBI Description 


A. thaliana honieobox gene Athb— 1 ruRNA 


Seq. No. 


157262 


Seq. ID 


LIBol /d-Udo-PI-KI-Bo 


Method 


T TV o m \ 7 

BLASTX 


NCBI GI 


g26y5y31 


BLAST score 


o A rt 


E value 


i . Oe-27 


Match length 


— — 

77 


% identity 


/ o 


NCBI Description 


(AJzzz//y; nypotneticai protein Lnoraeum vuigarej 


Seq. No. 


157263 


Seq. ID 


LIB3176-068-P1-K1-B9 


KJI « -4- K y-] 

Metnoa 


nLiAb i A 


NCBI GI 


go4^il-^J 


BLAST score 


4 


E value 


/ . ue-4o 


Match length 


T T 1 
111 


% Identity 


o n 


NCBI Description 


(ArU4oi)Joj *cUb proteasoitie oeta suDunic JtdCjI [AraDiuopsis 




thaliana] 


beq. NO. 


lO / Z d4 


ot:?^^ . XL/ 


T.TR^l 7fi-nfifi-Pl -PCI -PI 


Method 


BLASTX 


NCBI GI 


g2341028 


BLAST score 


658 


E value 


4.0e-69 


Match length 


129 


% identity 


98 


NCBI Description.. 


{AC000104) Strong similarity to 60S ribosoinal protein LI' 




(gb_X01694). EST gb_AA042332 comes from this gene. 




[Arabidopsis thaliana] 



20554 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157265 

LIB3176-068-P1-K1-C10 

BLASTX 

g2854070 

361 

l.Oe-34 

89 

83 

{AF044914) putative histone deacetylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157266 

LIB3176-068-P1-K1-C11 

BLASTX 

gl742951 

93 

3.0e-03 

82 

63 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 
157267 

LIB317 6-068-P1-K1-C12 

BLASTN 

g2351066 

40 

3.0e-13 

48 

96 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone 
M0P9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157268 

LIB3176-068-P1-K1-C2 

BLASTX 

g3023848 

682 

5.0e-72 

142 

51 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157269 

LIB3176-068-P1-K1-C3 

BLASTX 

g4741952 

675 

4.0e-71 

132 

73 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



157270 

LIB3176-068-P1-K1-C5 



20555 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl26766 

759 

5.0e-81 

149 

96 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi__167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



157271 

LIB3176-068-P1-K1-C6 

BLASTX 

gll3024 

487 

3.0e-49 

97 

94 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

157272 

LIB3176-068-P1-K1-C7 

BLASTN 

g2708736 

46 

4.0e-17 

66 

92 

Arabidopsis thaliana BAC T13L16 from chromosome II, near 33 
cM, complete sequence [Arabidopsis thaliana] 



157273 

LIB317 6-068-P1-K1-C8 

BLASTN 

g2244829 

133 

l.Oe-68 

171 

94 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



157274 

LIB3176-068-P1-K1-D1 

BLASTN 

gl93I636 

182 

8.0e-98 

410 

95 

Arabidopsis thaliana BAC T19D16 genomic sequence 
157275 

LIB3176-068-P1-K1-D11 

BLASTN 

gl657620 



20556 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



234 

l.Oe-129 

269 

97 

Arabidopsis thaliana putative acyl-coA dehydrogenase G6p 
(AtG6) mRNA, complete cds 

157276 

LIB317 6-068-P1-K1-D12 

BLASTX 

g3212877 

642 

3.0e-67 

150 

87 

(AC004005) Lea-like protein [Arabidopsis thaliana] 
157277 

LIB317 6-068-P1-K1-D2 

BLASTX 

g4127456 

480 

2.0e-48 

122 

54 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
157278 

LIB317 6-068-P1-K1-D4 

BLASTN 

g4220633 

126 

l.Oe-64 

227 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K7J8, complete sequence [Arabidopsis thaliana] 

157279" 

LIB317 6-068-P1-K1-D5 

BLASTX 

gl35442 

623 

4.0e-65 

115 

99 

TUBULIN BETA-1 CHAIN >gi__71590_pir_UBMUBM tubulin beta-1 
chain - Arabidopsis thaliana >gi_166922 (M20405) beta-1 
tubulin [Arabidopsis thaliana] 

157280 

LIB317 6-068-P1-K1-E1 

BLASTX 

g3096931 

558 

2.0e-57 
113 



20557 



% identity 

NCBI Description 



96 

(AL023094) putative ribosomal protein S16 [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



157281 

LIB3176-068-P1-K1-E10 ^ 

BLASTX 

g3785981 

504 

4 .Oe-51 

125 

73 

(AC005560) putative major latex protein [Arabidopsis 
thaliana] 

157282 

LIB3176-068-P1-K1-E12 

BLASTX 

gl621268 

547 

4.0e-56 

127 

78 

(Z81012) unknown [Ricinus communis] 
157283 

LIB3176-068-P1-K1-E2 

BLASTN 

g3600062 

141 

2.0e-73 

434 

15 

Arabidopsis thaliana BAC T25C13 
157284 

LIB3176-068-P1-K1-E3 

BLASTX 

gl732570 

60 

l.Oe-64 

139 

87 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
157285 

LIB3176-068-P1-K1-E5 

BLASTX 

g4455365 

79 

3.0e-32 

78 

78 

(AL035524) putative protein [Arabidopsis thaliana] 
157286 

LIB3176-068-P1-K1-E6 



20558 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2062157 

92 

6.0e-23 

79 

33 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157287 

LIB3176-068-P1-K1-E8 

BLASTX 

g399091 

112 

4 .Oe-37 

93 

96 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi__282878_pir ^A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M81892) vacuolar 

H+-phosphatase [Arabidopsis thaliana] 

157288 

LIB317 6-068-P1-K1-F1 

BLASTN 

g2673901 

270 

l.Oe-150 

301 

98 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157289 

LIB3176-068-P1-K1-F10 

BLASTX 

g3023848 

431 

l.Oe-42 

94 

49 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-4 0 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

157290 

LIB3176-068-P1-K1-F11 

BLASTX 

g3157937 

713 

l.Oe-75 

143 

97 

{AC002131) Identical to aspartic proteinase cDNA gb U5ia36 



20559 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb__AA728734, gb 

157291 

LIB3176-068-P1-K1-F12 

BLASTN 

g4678258 

157 

7.0e-83 

472 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F6I7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157292 

LIB3176-068-P1-K1-F2 

BLASTX 

gll75011 

519 

5.0e-53 

99 

98 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

157293 

LIB3176-068-P1-K1-F4 

BLASTX 

gl619300 

384 

4.0e-37 

87 

83 

(X95269) LRR protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157294 

LIB3176-068-P1-K1-F5 

BLASTN 

g2121272 

115 

4 .Oe-58 

197 

90 

Arabidopsis thaliana dihydroorotase (pyr4) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157295 

LIB3176-068-P1-K1-F6 

BLASTN 

g2924653 

53 

8.0e-22 
60 



20560 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 

157296 

LIB3176-068-P1-K1-F8 

BLASTN 

g2341023 

34 

2.0e-10 

46 

93 

Sequence of BAG F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

157297 

LIB3176-068-P1-K1-G10 

BLASTX 

g3334404 

738 

l.Oe-78 

146 

97 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_2266990 (U65638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 (AC005679) Identical 
to gb_U65638 Arabidopsis thaliana vacuolar type ATPase 
subunit A mRNA. ESTs gb_N96435, gb_N96106, gb_N96189, 
gb_N96091, gb_AA042286, gb_F14324, gb_W43643, gb__N96027, 
gb_N96299, gb_R29943, gb_T43460, gb_T43544, gb_T22472 

157298 

LIB317 6-068-P1-K1-G11 

BLASTX 

gll3024 

757 

9.0e-81 

156 

90 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

157299 

LIB317 6-068-P1-K1-G12 

BLASTN 

g2191157 

326 

O.Oe+00 

385 

100 

Arabidopsis thaliana BAC IG002P16 
157300 

LIB3176-068-P1-K1-G2 

BLASTX 

gl24224 

267 



20561 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



9.0e-25 

82 

74 

INITIATION FACTOR 5A-1 {EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

157301 

LIB317 6-068-P1-K1-G3 

BLASTX 

g2244750 

574 

3.0e-59 

124 

85 

(297335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

157302 

LIB317 6-068-P1-K1-G6 

BLASTX 

g4512675 

173 

6.0e-13 

53 

74 

(AC006931) putative citrate synthase [Arabidopsis thaliana] 
157303 

LIB317 6-068-P1-K1-G9 

BLASTN 

g4589440 

282 

l.Oe-157 

465 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

157304 

LIB317 6-068-P1-K1-H10 

BLASTX 

g3334244 

581 

3.0e-60 

129 

85 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2113825_emb__CAA73691_ {Y13239) Glyoxalase I [Brassica 
juncea] 

157305 

LIB317 6-068-P1-K1-H11 



20562 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2244901 

192 

l.Oe-104 

449 

76 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

157306 

LIB3176-068-P1-K1-H2 

BLASTX 

gll69128 

383 

5.0e-37 

114 

68 

SERINE/THREONINE-PROTEIN KINASE CTRl >gi_166680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi_166682 {L08790) 
protein kinase [Arabidopsis thaliana] 

157307 

LIB3176-068-P1-K1-H3 

BLASTX 

g99772 

343 

l.Oe-32 

99 

76 

ubiquitin 81-aa extension protein 2 - Arabidopsis thaliana 
>gi_166936 {J05540) ubiquitin extension protein (UBQ6) 
[Arabidopsis thaliana] >gi_3522953 (AC004411) ubiquitin 
extension protein {UBQ6) [Arabidopsis thaliana] 

157308 

LIB3176-Q68-P1-K1-H5 

BLASTX 

g2062157 

490 

l.Oe-49 

102 

34 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157309 

LIB317 6-068-P1-K1-H6 

BLASTX 

g231587 

502 

7.0e-51 

150 

69 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_283001_pir S25304 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain precursor, mitochondrial - rice 

>gi 218147_dbj_BAA01372_ (D10491) mitochondrial Fl-ATPase 



20563 



[Oryza sativa] 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157310 

LIB3176-069-P1-K1-A1 

BLASTX 

94455258 

317- 

3.0e-29 

106 

53 

{AL035523) acid phosphatase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157311 

LIB317 6-069-P1-K1-A11 

BLASTX 

g3169182 

331 

8.0e-31 

75 

83 

{AC004401) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157312 

LIB3176-069-P1-K1-A12 " 

BLASTX 

g4193388 

536 

7.0e-55 

143 

73 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCELI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157313 

LIB3176-069-P1-K1-A2 

BLASTN 

g2832689 

335 

O.Oe+00 

448 

40 

Arabidopsis thaliana DNA chromosome A, BAC clone 
(ESSAII project) 



T9A21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



157314 

LIB317 6-069-P1-K1-A3 

BLASTX 

gl546698 

346 

6.0e-33 

83 

82 

(X98808) peroxidase ATP3a [Arabidopsis thaliana] 
157315 

LIB317 6-069-P1-K1-A5 



20564 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl350680 

89 

l.Oe-74 
149 

97 , - 

60S RIBOSOMAL PROTEIN LI 

157316 

LIB317 6-069-P1-K1-A8 

BLASTX 

gl70354 

364 

9.0e-35 

83 

19 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
157317 

LIB3176-069-P1-K1-B1 

BLASTX 

gll3026 

744 

3.0e-79 

148 

94 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 

157318 

LIB317 6-069-P1-K1-B10 

BLASTN 

g4468801 

359 

O.Oe+00 

416 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6G17 
(ESSA project) 

157319 

LIB317 6-069-P1-K1-B11 

BLASTX 

g2262167 

661 

2.0e-69 

126 

100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 



157320 



20565 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-069-P1-K1-B2 

BLASTN 

g2288979 

36 

7.0e-ll 

88 

85 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157321 

LIB3176-069-P1-K1-B9 

BLASTX 

g3738257 

297 

5.0e-27 

85 

73 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 



Seq. No. 


157322 


Seq. ID 


LIB317 6-069-P1-K1-C1 


Method 


T TV ^ miLT 

BLASTN 




g^ocfooyu 


BLAST score 


148 


E value 


2.0e-77 


Match length 


412 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T3G21 genomic 




sequence, complete sequence 


Seq. No. 


157323 


Seq. ID 


LIB3176-069-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4335723 


BLAST score 


569 


E value 


l.Oe-58 


Match length 


149 


% identity 


74 


NCBI Description 


(AC006248) putative thioredoxin M [Arabidopsis thaliana] 


Seq. No. 


157324 


Seq. ID 


LIB3176-069-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g2980757 


BLAST score 


434 


E value 


O.Oe+00 


Match length 


450 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 




(ESSAII project) 



Seq. No. 157325 

Seq. ID LIB3176-069-P1-K1-C7 

Method BLASTN 

NCBI GI g3492855 



20566 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



241 

l.Oe-133 

301 

90 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence (Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157326 

LIB3176-069-P1-K1-C9 

BLASTX 

g2894563 

465 

l.Oe-46 

92 

96 

(AL021890) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157327 

LIB3176-069- 

BLASTX 

g3885943 



Pl-Kl-DlO 



BLAST score 


673 


E value 


6.0e-71 


Match length 


135 


% identity 


98 


NCBI Description 


(AF095455) PII protein [Arabidopsis thaliana 




>gx 4558559 gb AAD22652.1 AC007138 16 (AC007 




nitrogen sensing protein GLB I [Arabidopsis 


oeq. NO. 


1 c: 7 O Q 


Seq. ID 


LIB317 6-069-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2529721 


BLAST score 


233 


E value 


2.0e-19 


Match length 


110 


% identity 


41 


NCBI Description 


(AF0018 91) unknown [Homo sapiens] 


Seq. No. 


157329 


Seq. ID 


LIB3176-069-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


g4589410 


BLAST score 


101 


E value 


2.0e-49 


Match length 


424 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




F2015, complete sequence 


Seq. No. 


157330 


Seq. ID 


LIB3176-069-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2851455 


BLAST score 


417 


E value 


6.0e-41 


Match length 


85 



p II 



PI clone 



20567 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



99 

DYNAMIN-LIKE PROTEIN >gi_2267213 (L36939) dynamin-like GTP 
binding protein [Arabidopsis thaliana] 

157331 

LIB3176-069-P1-K1-D3 

BLASTX 

g477819 

43 

2.0e-50 

148 

69 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber. Peptide Mitochondrial, 
530 aa] 

157332 

LIB3176-069-P1-K1-D4 ' 

BLASTX 

g4679028 

249 

2.0e-21 

86 

52 

(AF077207) HSPC021 [Homo sapiens] 
157333 

LIB3176-069-P1-K1-D5 

BLASTN 

g4115352 

262 

l.Oe-145 

289 

63 

Arabidopsis thaliana chromosome II BAC T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157334 

LIB3176-069-P1-K1-D7 

BLASTN 

g2281081 

308 

l.Oe-173 

433 

97 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157335 

LIB3176-069-P1-K1-D9 

BLASTX 

g2507455 

557 

2.0e-57 
125 



20568 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



84 

FORMATE—TETRAHYDROFOLATE LIGASE (FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir ^A43350 

formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi_170145 {M83940) lO-formyltetrahydrof olate synthetase 
[Spinacia oleracea] 

157336 

LIB317 6-069-P1-K1-E1 

BLASTX 

g2338712 

257 

4 .Oe-22 

69 

72 

(AF013959) metallothionein-lilce protein [Arabidopsis 
thaliana] 

157337 

LIB317 6-069-P1-K1-E10 

BLASTN 

g2B27698 

49 

2.0e-18 

140 

77 

Arabidopsis thaliana DNA chromosome 5, BAC clone F6H11 
(ESSAII project) 

157338 

LIB317 6-069-P1-K1-E11 

BLASTX 

g4678342 

627 

l.Oe-65 

131 

93 

(AL049659) lipase-like protein [Arabidopsis thaliana] 
157339 

LIB317 6-069-P1-K1-E12 

BLASTX 

gl899188 

248 

4.0e-21 

74 

33 

(U90212) DNA binding protein ACBF [Nicotiana tabacum] 
157340 

LIB3176-069-P1-K1-E2 

BLASTX 

g3859606 

270 

3.0e-24 

68 

78 



20569 



NCBI Description 



(AF104919) contains similarity to cysteine proteases (Pfam 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157341 

LIB3176-069-P1-K1-E3 

BLASTX 

g3123264 

567 

2.0e-58 

126 

90 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
{Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157342 

LIB3176-069-P1-K1-E4 

BLASTX 

gll5783 

697 

9.0e-74 

137 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_eiTib_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157343 

LIB317 6-069-P1-K1-E5 

BLASTX 

g3885328 

715 

7.0e-76 

151 

91 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157344 

LIB3176-069-P1-K1-E6 

BLASTN 

g2351070 

196 

l.Oe-106 

362 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH12, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157345 

LIB3176-069-P1-K1-E7 

BLASTX 

gll5767 

560 

9.0e-58 
112 
96 . 



20570 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

157346 

LIB317 6-069-P1-K1-E8 

BLASTX 

g3688799 

648 

5.0e-68 

132 

97 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157347 

LIB317 6-069-P1-K1-E9 

BLASTX- 

g2129769 

659 

3.0e-69 

127 

98 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA097 83_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 



Seq. No. 


157348 


Seq. ID 


LIB317 6-069-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


602 


E value 


l.Oe-62 


Match length 


139 


% identity 


81 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thaliana] 


Seq. No. 


157349 


Seq. ID 


LIB317 6-069-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


188 


E value 


4.0e-14 


Match length 


107 


% identity 


46 


NCBI Description 


{AC006223) putative ribosomal protein S12 [Arabidopsis 




thaliana] 


Seq. No. 


157350 


Seq. ID 


LIB317 6-069-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g4589434 


BLAST score 


286 



20571 



E value 


1 . ue— ioU 


Ma ten iengtn 


4 4 D 


% Identity 


DO 


NCBI Description 


Arabidopsis thaliana genomic 




MNJ7, complete sequence 


beq. NO. 


ID / J J 1 


oecj- lu 


Li±DO± /D UD!? trl iM r 


Method 


BLASTX 


NCBI GI 


g4539388 


dJjAoI score 


z 1 y 


E value 


1 Art 1 1 


Matcn iengtn 


0/. 


% Identity 


/ i 


NCBI Description 


(ALOooozd) putative protein 


Seq. No. 


ID / JDZ 


beq. IL) 


Lilbol / b— Uby — f 1— i\l""l; Z 


Me tnoa 


DliAO i IN 


NCBI GI 


g3241927 


BLAST score 


184 


E value 


5.0e-99 


Match length 


458 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic 



MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157353 

LIB3176-069-P1-K1-F3 

BLASTX 

g3242785 

466 

l.Oe-46 

90 

100 

{AF055355) respiratory burst oxidase protein C [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157354 

LIB317 6-069-P1-K1-F4 

BLASTN 

g4220468 

356 

O.Oe+00 

424 

97 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score ' - 
E value 
Match length 
% identity 



157355 

LIB3176-069-P1-K1-F5 

BLASTX 

g3540198 

550 

2.0e-56 

121 

88 



20572 





Du ; unKnown prouexn t/iraDiaopsis tnaxxanaj 


Seq, No. 


-L «_/ / ^ Vj 


Seq. ID 


XtXO.JX/U \J \J ^ U £\X £/ 


Method 


BLASTX 


NCBI GI 


g4006883 




225 


P* 1 1 1 O 
Hi V CI X C. 


X . VJ C X o 


Lid Uv.'li 




% i rfpn i" i 1" v 


49 


IN^O J. L/C O L. 1 


\£i:yy/\jf} oyoufcsxiie pxotexndse [rtxaDxaopsxs unaxxanaj 


4j C ■ LN • 


X J f «J >J f 




T.TR?1 7fi-nfiQ-Pl -K1 -Fft 
xjxdox/o \j \j J iTX r\.x ro 




RLASTX 


NCBI GI 


g99807 


BLAST score 


203 


Hi V d -L UC 


4 Oo-I 

*i • \J C X D 


L id UOii XCll^L.ii 


7 1 
r X 


^ XUcilLXUy 




NPRT Dp srr i n1" "1 on 


apno Rnl 0 nrotpin - ranp >ni 177fi? Pmh raA4717fi fyfififin7 




Dpxo [OXaooXOd ndpUS J 




X ^ / O J o 


O • ±IJ 


xiXDOX/o u D .7 irx r\x r ^ 


Method 


BLASTX 


NCBI GI 


g3738261 


BLAST score 


190 


TT" XT '1 1 t T 


9 Oo— 1 A 


LYIdUdl xciiyufi 


X u ^ 


■6 idenuxLy 


fi 0 


LN^OX L/CoOX X^ L. X^il 


^-rtDU X O X^ / OilXUx opXao U pilOJapilOy Xyocx a LS KXIidSe 1_ t OpUXuS 




nigra ] 


O C7 > LN • 


157359 


Qprr T D 


XiXDOX/D wDZ7 iTX I\X oX 


Mpi- hod 


BLASTX 


NCBI GI 


g2129577 


BLAST score 


438 


Ct V dX UC 




"1 on/T^Vi 
ndUt-Il XcligLn 


1 91 

X Z X 


^ XUtrllLXLy 


/ 4 


NPRT HoQr'yi r%"(" "i rvn 

INV^DX UCot^X X^UXOil 


uiidu iiuiiiuxcjy pxot.cxn rtxaijxciopsxs ufidXXdrid >^yx /^/oo/ 




^Uiiiijfiuj unaj noiuoxog [AraDxaopsxs unaxxanaj 


9pn No 


1 S7^60 


Seq. ID 


LIB3176-069-P1-K1-G10 

xixi_><jx/u c^x rvx o X V 


Method 


BLASTX 


NCBI GI 


g3738257 


BLAST score 


317 


E value 


2.0e-29 


Match length 


95 


% identity 


69 


NCBI Description 


(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 




nigra] 



Seq. No. 157361 



20573' 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-069-P1-K1-G11 

BLASTX 

g585536 

796 

2.0e-85 

151 

99 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3,1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 


157362 


Seq. ID 


LIB3176-069-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl361987 


BLAST score 


602 


E value 


1 . Oe-62 


Match length 


123 


% identity 


99 


NCBI Description 


GF14 protein chi chain - Arabidopsis thaliana 


Seq. No.- 


157363 


Seq. ID 


LIB3176-069-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl086263 


BLAST score 


331 


E value 


8.0e-31 


Match length 


147 


% identity 


48 


NCBI Description 


TMV resistance protein N - tobacco (Nicotiana 




>gi_558887 (U15605) N [Nicotiana glutinosa] 


Seq. No. 


157364 


Seq. ID 


LIB3176-069-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g584882 


BLAST score 


618 


E value 


2.0e-64 


Match length 


131 


% identity 


89 



NCBI Description 



CYCLOARTENOL SYNTHASE ( 2 , 3-EPOXYSQUALENE — CYCLOARTENOL 
CYCLASE) >gi_4 524 4 6 (U02555) cycloartenol synthase; 
(S) -2, 3-epoxysqualene mutase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157365 

LIB3176-069-P1-K1-G5 

BLASTX 

g4432856 

137 

l.Oe-08 

66 

47 

(AC006300) 



putative 2A6 protein [Arabidopsis thaliana] 



Seq. No, 



157366 



20574 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-069-P1-K1-G7 

BLASTX 

g3273743 

545 

7.0e-56 

115 

91 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

157367 

LIB317 6-069-P1-K1-G9 

BLASTX 

g4587514 

666 

4 .Oe-70 

127 

98 

(AC007060) Similar to W08E3.3 gi_3880615 putative 
GTP-binding protein from C. elegans cosmid gb_Z92773. EST 
gb_AA597331 comes from this gene. [Arabidopsis thaliana] 

157368 

LIB317 6-069-P1-K1-H1 

BLASTN 

g2618599 

66 

l.Oe-28 

185 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

157369 

LIB317 6-069-P1-K1-H10 

BLASTX 

gl710780 

491 

l.Oe-49 

128 

74 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA654 33_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157370 

LIB317 6-069-P1-K1-H11 

BLASTX 

g2492519 

483 

l.Oe-48 

108 

85 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ {D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



20575 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157371 

LIB3176-069-P1-K1-H12 

BLASTX 

gl35191 

371 

l.Oe-35 

109 

59 

TRYPTOPHANYL-TRNA SYNTHETASE (TRYPTOPHAN--TRNA LIGASE) 

(TRPRS) (IFP53) >gi_107 990_pir ^A41706 tryptophan— tRNA 

ligase homolog - human >gi_30821_emb_CAA42545_ {X59892) 471 
aa polypeptide (gamma2) [Homo sapiens] >gi_184657 (M77804) 
transfer RNA-Trp synthetase [Homo sapiens] 

157372 

LIB3176-069-P1-K1-H3 

BLASTX 

g2499327 

431 

2.0e-42 

130 

68 

NADH-UBIQUINONE OXIDOREDUCTASE ' 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_64 3090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157373 

LIB317 6-069-P1-K1-H4 

BLASTN 

g4678705 

198 

l.Oe-107 

457 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F10N7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157374 

LIB317 6-069-P1-K1-H6 

BLASTX 

g3142294 

673 

6.0e-71 

144 

94 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157375 

LIB317 6-069-P1-K1-H7 

BLASTX 

gl363488 

509 



20576 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-51 

99 

100 

IAA8 protein - Arabidopsis thaliana >gi_972919 {U18410) 
IAA8 [Arabidopsis thaliana] >gi_4 314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157376 

LIB3176-069-P1-K1-H8 

BLASTX 

g4539326 

165 

2.0e-ll 

49 

36 

(AL035679) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157377 

LIB317 6-069-P1-K1-H9 

BLASTX 

g399013 

558 

2.0e-57 

111 

99 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157378 

LIB317 6-070-P1-K1-A1 

BLASTN 

g4587641 

222 

l.Oe-121 

418 

91 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157379 

LIB317 6-070-P1-K1-A10 

BLASTX 

gl362078 

108 

2.0e-38 

119 

66 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXGl) 
- common nasturtium >gi_311835_emb_CAA48324_ (X68254) 
cellulase [Tropaeolum majus] 



20577 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157380 

LIB3176-070-P1-K1-A12 

BLASTX 

gl707364 

363 

l.Oe-34 

128 

64 

(X94 626) AATP2 [Arabidopsis thaliana] 
157381 

LIB3176-070-P1-K1-A2 

BLASTN 

g3420042 

139 

4.0e-72 

422 

98 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



157382 

LIB3176-070-P1tK1-A4. 

BLASTN 

g4159704 

471 

O.Oe+00 

483 

66 

Arabidopsis thaliana genomic 
MCB17, complete sequence 



DNA, chromosome 3, PI clone 



157383 

LIB3176-070-P1-K1-A5 

BLASTX 

gl345655 

358 

3.0e-34 

66 

100 

CINNAMYL-ALCOHOL DEHYDROGENASE 2 (CAD) 
>gi_757535_emb_CAA83508_ (Z31715) cinnamyl alcohol 
dehydrogenase [Arabidopsis thaliana] 

157384 

LIB3176-070-P1-K1-A7 

BLASTX 

g2160168 

261 

7.0e-29 

83 

80 

(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb_T41853,gb_T76648 come from this gene. [Arabidopsis 
thaliana] 



20578 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157385 

LIB317 6-070-P1-K1-A8 

BLASTN 

g3128137 

314 

l.Oe-176 

379 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9I9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157386 

LIB317 6-070-P1-K1-A9 

BLASTN 

g4063737 

216 

l.Oe-118 

310 

96 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157387 

LIB317 6-070-P1-K1-B10 

BLASTX 

gll9143 

491 

l.Oe-49 

102 

92 

ELONGATION FACTOR 1-ALPHA (EF 

>gi_81606_pir S06724 translat 

alpha chain - Arabidopsis thai 
(X16430) elongation factor 1-a 
>gi_1369927_emb_CAA34454_ (X16 
1-alpha [Arabidopsis thaliana] 
(X16431) elongation factor '1-a 
>gi_1532172 (U63815) EF-lalpha 
>gi_1532173 (U63815) EF-lalpha 
>gi_1532174 (U63815) EF-lalpha 



1-ALPHA) 

ion elongation factor eEF-1 
iana >gi_295788_emb_CAA34453_ 
Ipha [Arabidopsis thaliana] 
431) elongation factor 

>gi_l 36992 8_emb_CAA3 4 4 5 5_ 
Ipha [Arabidopsis thaliana] 
-Al [Arabidopsis thaliana] 
-A2 [Arabidopsis thaliana] 
-A3 [Arabidopsis thaliana] 



Seq. No, 157388 

Seq. ID LIB317 

Method BLASTX 

NCBI GI g41851 

BLAST score 711 

E value 2 . Oe-7 

Match length 151 

% identity 91 

NCBI Description (AC005 

[Arabi 



6-070-Pl-Kl-Bll 

36 

5 



724) putative trehalose-6-phosphate synthase 
dopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157389 

LIB317 6-070-P1-K1-B2 

BLASTX 

gl943751 



20579 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



647 

5.0e-68 
-131 
96 

{U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumpirig ATPase; ECAlp [Arabidopsis thaliana] 

157390 

LIB3176-070-P1-K1-B3 

BLASTX 

gl750376 

482 

2.0e-48 

114 

84 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBAl) 
[Arabidopsis thaliana] 



Seq. No. 


157391 


Seq. ID 


LIB3176-070-P1-K1-B4 


KJf A 4- A 

MetnOu 




NCBI GI 


gll957 


BLAST score 


188 


E value 


l.Oe-101 


Match length 


321 


% identity 


46 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


157392 


Seq. ID 


LIB317 6-070-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


412 


E value 


2.0e-40 


Match length 


92 


% identity 


92 


NCBI Description 


(AF025667) histone H2B1 [Gossypium 


Seq. No. 


157393 


Seq. ID 


LIB3176-070-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


45 


E value 


2.0e-61 


Match length 


126 


% identity 


86 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF 



(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 



157394 



20580 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-070-P1-K1-C1 

BLASTX 

g4191778 

489 

8.0e-51 

134 

80 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

157395 

LIB317 6-070-P1-K1-C10 

BLASTX 

gl928991 

700 

4.0e-74 

143 

95 

(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157396 

LIB3176-070-P1-K1-C12 

BLASTX 

gl710509 

473 

2.0e-47 

88 

100 

60S RIBOSOMAL PROTEIN L18A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157397 

LIB317 6-07 0-P1-K1-C5 

BLASTX 

g3860315 

99 

l.Oe-32 . 

94 

74 

(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 
157398 

LIB3176-070-P1-K1-C8 

BLASTX 

g421826 

648 

5.0e-68 

148 

82 

chlorophyll a/b-binding prot ein CP29 ~ Arabidopsis thaliana 
>gi_298036_enib_CAA50712_ {X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157399 

LIB3176-070-P1-K1-C9 

BLASTN 

g4589436 



20581 



BLAST score 


220 


E value 


1 no-1 9n 


Kjf 4* 1 ^\ w\ 

Maxicn iengun 


01 
Z / D 






INL^DX uesdription 


rli aOXaopSlo LnaXXaUa yenuiUXC UiNrt./ CnrOlUOSOIuc J/ trX 




MfAzZ/ couipxete seguence 


oecj • iNo . 


X O / *4 uu 




T xn"?! 7t;_mn — D1 — wi — ni 
JjXdOX /D U / \J it 1 }\x ul 


Method 


BLASTN 


NCBI GI 


gl209241 


DJ_lH.O i SCOJ-C 




E value 


u . ue+uu 


Match length 


Aid 
ft X u 


^ *i ir^ ^ t J 

? luenuiuy 


Q7 


NCBI Description 


Arabidopsis thaliana metallothionein iriRNA seguence 


oeq • wo . 


1 ^74m 


beg. lu 


LiXoOX / d""U / U rX J\X~iJXX 


Metnou 


DT TV CT'V 

dXjAo i A 


NCBI GI 


g2252857 


BLAST score 


237 


E value 


o . ue 


Match length 


oo • 


% identity 


O D 


inl-dx uescripi-ion 


{H.cKJL^^^'i} simixar uu acxaxc rxxjusoiuax proL.exn px 




[Arabidopsis thaliana] 


beg . iNo . 


1 ^1 AHO 
XO / fi U-c 






Method 


BLASTX 


NCBI GI 


gl20667 


BLAST score 


217 


E value 


l.Oe-20 


Match length 


78 


% identity 


77 



NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157403 

LIB3176-070-P1-K1-D2 

BLASTX 

gl350680 

673 

7.0e-71 

144 

92 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 
Seq. ID 
Method 



157404 

LIB3176-070-P1-K1- 
BLASTX 



D3 



20582 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCSi Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4490732 
57 

3.0e-61 

129 

96 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

157405 

LIB3176-070-P1-K1-D4 

BLASTX 

g2062161 

476 

8.0e-48 

137 

34 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157406 

LIB317 6-070-P1-K1-D6 

BLASTX 

g4581146 

333 

3.0e-31 

121 

60 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

157407 

LIB3176-070-P1-K1-D7 

BLASTX 

g2499706 

561 

8.0e-58 

110 

95 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1297302 (U36381) phospholipase D [Arabidopsis thaliana] 

157408 

LIB3176-070-P1-K1-D8 

BLASTX 

g4158219 

83 

4 .6e-02 

91 

58 

(Y18623) amylogenin [Oryza sativa] 
157409 

LIB3176-070-P1-K1-D9 

BLASTX 

gll72977 



20583 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. i'D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-46 

129 

82 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein LIS [Arabidopsis thaliana] 

157410 

LIB317 6-070-P1-K1-E10 

BLASTX 

g2252840 

443 

7,0e-44 

108 

80 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

157411 

LIB3176-070-P1-K1-E12 

BLASTN 

g2264312 

222 

l.Oe-122 

258 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K16, complete sequence [Arabidopsis thaliana] 

157412 

LIB317 6-070-P1-K1-E2 

BLASTN 

g4454004 

162 

4.0e-86 

233 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score' 
E value 
Match length 
% identity 



157413 

LIB317 6-070-P1-K1-E3 

BLASTX 

g4582787 

300 

2.0e-27 

105 

59 

(AJ012281) adenosine kinase [Zea mays] 
157414 

LIB3176-070-P1-K1-E4 

BLASTX 

gl710581 

293 

2.0e-60 

146 

89 



20584 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 

157415 

LIB3176-070-P1-K1-E5 

BLASTX 

g4512653 

709 

3.0e-75 

144 

99 

{AC007048) unknown protein [Arabidopsis thaliana] 
157416 

LIB317 6-070-P1-K1-F1 

BLASTX 

g3979818 

158 

l.Oe-10 

116 

39 

(Z49967) cDNA EST EMBL:T00743 comes from this gene; cDNA 
EST EMBL:D69356 comes from this gene; cDNA EST EMBL:D65790 
comes from this gene; cDNA EST EMBL:D7Q4 63 comes from this 
gene; cDNA EST EMBL:D66620 comes from this gene; cDN 

157417 

LIB317 6-070-P1-K1-F10 

BLASTX 

g2119846 

495 

4 .Oe-50 

105 

66 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

157418 

LIB317 6-070-P1-K1-F12 

BLASTX 

g4115918 

254 

9.0e-22 

74 

65 

{AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 

157419 

LIB317 6-070-P1-K1-F3 
BLASTX 



20585 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4582468 
506 

2.0e-51 

110 

94 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

157420 

LIB317 6-070-P1-K1-F4 

BLASTN 

g3047074 

467 

O.Oe+00 

482 

99 

Arabidopsis thaliana BAC F21E10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157421 

LIB3176-070-P1-K1-F5 

BLASTX 

gl621539 

4 63 

2.0e-46 

120 

54 

(U28415) annexin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157422 

LIB3176-070-P1-K1-F8 

BLASTX 

g2129634 

97 

l.Oe-55 

125 

92 

lectin-like protein - Arabidopsis thaliana 
>gi_995619_emb_CAA62665__ (X91259) lectin like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157423 

LIB317 6-070-P1-K1-F9 

BLASTX 

g2244993 

464 

2.0e-46 

93 

97' 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157424 

LIB317 6-070-P1-K1-G12 

BLASTX 

g2443751 

465 

2.0e-46 



20586 



Match length 

% identity 

NCBI Description 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
97 

(AF020303) fumarase [Arabidopsis thaliana] >gi_2529676 
(AC002535) putative fumarase [Arabidopsis thaliana] 

157425 

LIB3176-070-Pl-kl-G2 

BLASTX 

g4581856 

104 

l.Oe-52 

139 

82 

(AF116825) l-deoxy-D-xylulose-5-phosphate reductoisomerase 
[Mentha x piperita] 

157426 

LIB3176-070-P1-K1-G3 

BLASTX 

gl071912 

75 

6.0e-42 

108 

83 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_emb_CAA5734 4_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 

157427 

LIB317 6-070-P1-K1-G4 

BLASTN 

g2252823 

166 

3.0e-88 

248 

94 

Arabidopsis thaliana BAC IG005I10 
157428 

LIB3176-070-P1-K1-G5 

BLASTX 

g2809242 

722 

l.Oe-76 

148 

98 

(AC002560) F21B7.11 [Arabidopsis thaliana] 
157429 

LIB3176-070-P1-K1-G7 

BLASTN 

g2191126 

211 

l.Qe-115 

454 

99 

Arabidopsis thaliana BAC IG002N01 



20587 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157430 

LIB3176-070-P1-K1-G8 

BLASTN 

g2924651 

285 

l.Oe-159 

376 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAG clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157431 

LIB317 6-070-P1-K1-G9 

BLASTN 

g4263694 

58 

7.0e-24 

142 

85 

Arabidopsis thaliana chromosome II BAG F22D22 genomic 
sequence/ complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157432 

LIB3176-070-P1-K1-H1 

BLASTX 

g3036808 

334 

l.Oe-49 

124 

85 

(AL022373) DnaJ-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157433 

LIB317 6-070-P1-K1-H10 

BLASTX 

g4262174 

555 

3.0e-57 

100 

98 

{AC005508) 9058 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157434 

LIB317 6-070-P1-K1-H2 

BLASTX 

g2160756 

335 

2.0e-31 

89 

72 

(U96879) CLVl receptor kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157435 

LIB317 6-070-P1-K1-H3 

BLASTX 

g2829891 



20588 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



463 

3.0e-46 

93 

97 

(AC002311) Unknown protein [Arabidopsis thaliana] 
157436 

LIB317 6-070-P1-K1-H5 

BLASTX 

gl335862 

717 

4.0e-76 

151 

95 

(U42608) clathrin heavy chain [Glycine max] 
157437 

LIB3176-070-P1-K1-H6 

BLASTX 

g4006902 

155 

2.0e-10 

73 

45 

(Z99708) putative protein [Arabidopsis thaliana] 
157438 

LIB3176-070-P1-K1-H7 

BLASTX 

gl32090 

699 

5.0e-74 

138 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157439 

LIB3176-070-P1-K1-H8 

BLASTX 

g3980384 

312 

2.0e-28 

69 

83 

(AC004561) hypothetical protein [Arabidopsis thaliana] 
157440 

LIB317 6-071-P1-K1-A10 

BLASTX 

g2231312 

592 

2.0e-61 



20589 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



120 
95 

{U75603) AtRablS [Arabidopsis thaliana] 
157441 

LIB3176-071-P1-K1-A11 

BLASTX 

g231536 

81 

3.0e-18 

91 

66 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444 ) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

157442 

LIB3176-071-P1-K1-A12 
BLASTX 
g3413714 
"235 
l.Oe-19 ■ 
121 
45 

(AC004747) putative myrosinase-binding protein [Arabidopsis 
thaliana] 

157443 

LIB3176-071-P1-K1-A2 

BLASTN 

g2702261 

335 

O.Oe+00 

386 

99 

Arabidopsis thaliana chromosome II BAG T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157444 

LIB317 6-071-P1-K1-A3 

BLASTN 

g3256065 

322 

O.Oe+00 

362 

97 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 

157445 

LIB3176-071-P1-K1-A6 

BLASTX 

g2464899 



20590 



BLAST score 


358 


Ci VaXUe 






'\ AO 


% identity 


A 




\£jy^f\joj y eiTdnyiy e J. any i pyropnospnate synunase [riraoiaop 




thaliana] 


O 6 q . IN O , 


X J / fi 4 D 


oecj. lU 


XiXDOx / o u / X IT X rvx H / 


Method 


BLASTX 


NCBI GI 


g2828296 


Dixrt.o i scoire 


D X O 


E value 


£. . ue~ d4 


Match length 


xzz 


% identity 


y / 


NCBI Description 


(ALUzibo/) KNase L inniDitor [AraDidopsis tnalianaj 


beq . NO . 


1 ^1 A Al 


beq. lu 


LiXool /b— U /X — rX— J\X— Ao 


Method 


DXiAb i N 


NCBI GI 


g2494106 


BLAST score 


149 


E value 


fi . ue / o 


Match length 


/I O 1 


% identity 


y / 


NCBI Description 


Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence. 




complete sequence [Arabidopsis thaliana] 


beq. NO - 


1 R 7 /I >! Q 
X O / 4 4 O 


beq. lu 


T TR*^! 7fi — nil — PI — K'l -R1 
XfXDOX /D U /X irX f\X £3X 


Method 


BLASTX 


NCBI GI 


gl684857 


tjjj/ib i score 




E value 


X . ue— o J 


Match length 


Tin 

X XU 


% identity 


JO 


NCBI Description 


(U77940) polyubiquit in [Phaseolus vulgaris] 


beq . NO . 


1 R 7 /I y1 Q 
XO / fi 41 y 


beq. iu 


XiXtSoX / b — U / X — rX — zvX-dXU 


Method 


oXiHb 1 N 


NCBI GI 


g4115370 


BLAST score 


58 


E value 


€^ Da — OA 
D . ue Z fl 


Match length 


1 QQ 

X y t> 


% identity 


o o 


NUoi uescripnon 


Arabidopsis thaliana chromosome II BAC F27D4 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beq . NO . 


1 R7 4 RH 




T.TR'^1 7fi-n71-P1 -K1 -R1 1 


Method 


BLASTX 


NCBI GI 


g2980774 


BLAST score 


77 


E value 


3.0e-18 


Match length 


103 


% identity 


60 



20591 



NCBI Description 



{ALP22198) leucyl aminopeptidase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157451 

LIB317 6-071-P1-K1-B12 

BLASTX 

g4585882 

419 

3.0e-41 

103 

85 

(AC005850) PSI type III 
[Arabidopsis thaliana] 



chlorophyll a/b-binding protein 



157452 

LIB3176-071-P1-K1-B2 

BLASTX 

gl01245 

163 

4 .Oe-11 

87 

36 

cell division control protein CDC15 - yeast (Saccharomyces 
cerevisiae) >gi_349757 (.L22015) Cdcl5p: Putative kinase 
[Saccharomyces cerevisiae] 

157453 

LIB317 6-071-P1-K1-B3 

BLASTX 

g4220446 

533 

l.Oe-54 

136 

79 

(AC006216) Strong similarity to gi_2062155 T02O04.2 
mitochondrial processing peptidase alpha subunit precusor 
isolog from Arabidopsis thaliana BAG gb_AC001645. ESTs 
gb_Z18504 and gb_AA395715 come from this gene. [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



•Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157454 

LIB317 6-071-P1-K1-B5 

BLASTX 

g3860277 

522 

3.0e-53 

131 

81 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

157455 

LIB317 6-071-P1-K1-B6 

BLASTX 

g3236242 

482 



20592 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-48 

112 

88 

(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157456 

LIB3176-071-P1-K1-B8 

BLASTX 

g231536 

141 

2.0e-33 

111 

76 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444 ) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

157457 

LIB3176-071-P1-K1-B9 

BLASTX 

g231536 

144 

3.0e-09 

66 

52 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

157458 

LIB317 6-071-P1-K1-C1 

BLASTX 

g2244750 

484 

7.0e-49 

109 

83 

(Z97335 ) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157459 

LIB317 6-071-P1-K1-C11 

BLASTN 

gl6393 

35 

2.0e-10 
164 



20593 



% identity 

NCBI Description 



52 

A.thaliana mRNA for leucine aminopeptidase 



Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157460 

LIB3176-071-P1-K1-C2 

BLASTX 

g4539316 

508 

l.Oe-51 

111 

95 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157461 

LIB317 6-071-P1-K1-C6 

BLASTX 

g2708750 

553 

7.0e-57 

136 

83 

(AC003952) putative physical impedence protein [Arabidopsi 
thaliana] - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157462 

LIB3176-071-P1-K1 

BLASTX 

g4587615 

263 

3.0e-23 

76 

71 

(AC006951 
thaliana] 



-C7 



putative acyl-CoA synthetase [Arabidopsis 
>gi_4 689469_gb_AAD27905.1 AC007213_3 (AC007213) 



putative acyl-CoA synthetase [Arabidopsis thaliana] 
157463 

LIB317 6-071-P1-K1-C9 

BLASTX 

g231536 

82 

8.0e-15 

81 

53 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidas 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA4 5040__ (X6344 4 ) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4 115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157464 

LIB3176-071-P1-K1-D1 

BLASTN 

g4467094 



20594 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 

7.0e-51 

218 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
(ESSA project) 

157465 

LIB3176-071-P1-K1-D11 

BLASTX 

g2982303 

219 

6.0e-18 

58 

69 

{AF051236) hypothetical protein [Picea mariana] 
157466 

LIB3176-071-P1-K1-D2 

BLASTN 

g2435510 

331 

O.Oe+00 

359 

98 

Arabidopsis thaliana BAC TM017A05 
157467 

LIB317 6-071-P1-K1-D3 

BLASTX 

g3319355 

470 

5.0e-47 

97 

97 

{AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157468 

LIB317 6-071-P1-K1-D4 

BLASTX 

g2262167 

696 

l.Oe-73 

135 

99 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

157469 

LIB317 6-071-P1-K1-D5 

BLASTX 

g2495365 

375 ■ 

5.0e-36 

111 

72 



20595 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 

157470 

LIB3176-071-P1-K1-D8 

BLASTX 

g3281850 

615 

3.0e-64 

125 

97 

(AL031004) monogalactosyldiacylglycerol synthase - like 
protein [Arabidopsis thaliana] 

157471 

LIB3176-071-P1-K1-D9 

BLASTX 

g3421104 

440 

9.0e-44 

84 

99 

(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157472 

LIB3176-071-P1-K1-E1 

BLASTX 

g3650029 

295 

5.0e-28 

86 

73 

(AC005396) hypothetical protein [Arabidopsis thaliana] 
157473 

LIB3176-071-P1-K1-E11 

BLASTX 

g4544409 

568 

l.Oe-58 

134 

78 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] >gi_4 585920_gb_AAD25580 . 1_AC007211_2 (AC007211) 
putative scarecrow homolog [Arabidopsis thaliana] 

157474 

LIB3176-071-P1-K1-E2 

BLASTX 

g2245098 

480 

8.0e-54 

139 

82 

(Z97343) ribosomal protein [Arabidopsis thaliana] 



20596 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157475 

LIB3176-071-P1-K1-E4 

BLASTN 

g3873174 

121 

l,0e-61 

274 

95 

Genomic sequence for Arabidopsis thaliana BAG F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157476 

LIB317 6-071-P1-K1-E6 

BLASTX 

gl36739 

393 

4.0e-38 

129 

63 

UTP— GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157477 

LIB317 6-071-P1-K1-E7 

BLASTN 

g4220635 

136 

l.Oe-70 

196 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157478 

LIB3176-071-P1-K1-F1 

BLASTX 

gll70878 

135 

8.0e-61 

129 

91 

MALATE SYNTHASE, GLYOXYSOMAL (MS) >gi_170026 (L01629) 
malate synthase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157479 

LIB3176-071-P1-K1-F11 

BLASTN 

gl66709 

153 

l.Oe-80 

262 

99 

Arabidopsis thaliana cytosolic glyceraldehyde-3-phosphate 
dehydrogenase (GapC) gene, exons 1-9, complete cds 



20597 



Seq. No, 


157480 


Seq. ID 


LIBol /o-U/l-Pl-Kl-fc^ 


Method 


BLASTN 


NCBI GI 


g3335356 


BLAST score 


164 


E value 


5 . Oe-87 


Match length 


387 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 




sequence, complete s< 


Seq, No, 


157481 


Seq. ID 


LIB3176-071-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4 o^D /dZ 


BLAST score 


714 


E value 


1 . Oe-75 


Match length 


140 


% identity 


96 


NCBI Description 


(AF1044 51) catalase 


Seq. No. 


157482 


Seq. ID 


LIB3176-071-P1-K1-F4 


Method 


'blastx 


NCBI GI 


g29824 66 


BLAST score 


190 


E value 


8 . Oe-15 


Match length 


68 


% identity 


59 


NCBI Description 


(AL022223) putative ] 


Seq. No, 


157483 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g267Q73 


BLAST score 


500 


E value 


8.0e-51 


Match length 


93 


% identity 


99 


NCBI Description 


TUBULIN BETA-2/BETA- 



beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157484 

LIB3176-071-P1-K1-F6 

BLASTN 

g3869069 

266 

l.Oe-148 

352 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 



157485 



20598 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3176-071-P1-K1-F7 

BLASTX 

gll70503 

315 

3.0e-29 

60 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
{X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 



157486 

LIB3176-071-P1-K1- 

BLASTX 

g4220537 

411 

2.0e-40 

117 

61 

(AL035356) PsRT17- 



F8 



1 like protein [Arabidopsis thaliana] 



157487 ^ 

LIB3176-071-P1-K1-G1 

BLASTX 

gll70767 

248 

4.0e-21 

86 

58 

26S PROTEASE REGULATORY SUBUNIT 8 HOMOLOG (LETl PROTEIN) 

>gi_626074_pir S45176 transcription factor SUGl homolog 

fission yeast ( Schizosaccharomyces pombe) >gi_406051. 
(U02280) Letl [Schizosaccharomyces pombe] 
>gi_4106689_emb_CAA22628_ (AL035065) 26s protease 
regulatory subunit 8 homolog [Schizosaccharomyces pombe] 

157488 

LIB317 6-071-P1-K1-G10 

BLASTX 

g2924779 

410 

2.0e-40 

84 

96 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616__dbj_BAA2524 8_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

157489 

LIB3176-071-P1-K1-G3 

BLASTX 

g4103987 

508 



20599 



E value 


2.0e-51 
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E value 


4.0e-30 


Match length 


88 


% icient.xt.y 


77 


w^dx uescirxptxon 
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^ rt,XjU ^ J U -7 4 } £r Li L. a. L. X V C O ^ilOOC O^C^XXXL^ X XL^wOUilldX ^l.VJL.t^Xli 




Lr\X dDXQOpS X & LildXXdlidj 


oeq • iNO . 


1 S74 Ql 
X J / 4 ^ X 


beq. lu 


X)XoJX/o u/x trx Jax 


Method 


BLASTX 


NCBI GI 


g2654122 


DT S CT* 1-1 y> ^ j-v 
oXirio i SCOxe 


J ft ^ 


E value 


/I ri £i — 'i 7 
• ue J / 


Match length 


lUD 


% identity 


7 /I 


Nubi uescripLion 


(Aruo4D^74/ riDOSOinai prouein iizja [HraDiaopsis cnaiianaj 


o e q . IN o . 


1 R7 4 Q9 


Dcq . XL/ 


T.TR'^1 76-071 -PI -KI -f;*^ 


^4 A 4- /^/^ 


oXj/-iO J. A. 


CslUol 


^OO Q Op 01 

o o o z X 


oLiAbi score 




E value 


4.0e-55 


Match length 


134 


? iQenciuy 


0 o 


inudi uescnpuion 
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RT.aCT'M 
OJ_inO J. LM 


NCBI GI 


g4056429 


BLAST score 


139 






iriaucn xengtn 


ZOO 


% identity 


^1 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F508 sequence. 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


157494 


Seq. ID 


LIB317 6-071-P1-K1-H11 


Method 


BLASTX 



20600 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3023848 
704 

l.Oe-74 

138 

53 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 {U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157495 

LIB317 6-071-P1-K1-H2 

BLASTX 

g4006941 

666 

4.0e-70 

145 

90 

{AJ131391) voltage-dependent anion-selective channel 
protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



157496 

LIB317 6-071-P1-K1-H3 

BLASTX 

g4191788 

668 

2.0e-70 

133 

96 

(AC005917 ) putative 1-aitiinocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

157497 

LIB317 6-071-P1-K1-H6 

BLASTX 

gl071913 

263 

7.0e-23 

87 

62 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ {D37963) cysteine 
synthase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



157498 

LIB3176-071-P1-K1-H7 

BLASTX 

g4512680 

197 

4.0e-15 

100 

45 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
157499 

LIB3176-071-P1-K1-H8 
BLASTN 



20601 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4757662 
434 

O.Oe+00 

458 

99 

Genomic sequence for Arabidopsis thaliana BAG F10B6 from 
chromosome I, complete sequence 

157500 

LIB3176-071-P1-K1-H9 

BLASTN 

g4589428 

306 

l.Oe-172 

322 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8, complete sequence 

157501 

LIB3176-073-P1-K1-A1 

BLASTX 

g99688 

650 

2.0e-68 

126 

98 

translation elongation factor eEF-1 alpha chain (gene A4 ) 
Arabidopsis thaliana >gi_295789_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

157502 

LIB317 6-073-P1-K1-A11 

BLASTX 

g4415931 

567 

2.0e-58 

145 

69 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053. 1^AC006526_18 {AC006526) unknown 
protein [Arabidopsis thaliana] 

157503 

LIB3176-073-P1-K1-A3 

BLASTX 

gl076316 

494 

5.0e-50 

92 

100 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



157504 

LIB317 6-073-P1-K1-A4 



20602 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



BLASTX 

g2129772 

506 

2.0e-51 

114 

82 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

157505 

LIB317 6-073-P1-K1-A6 

BLASTX 

g2738248 

605 

5.0e-63 

138 

91 

(097200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

157506 

LIB317 6-073-P1-K1-A7 

BLASTX 

gl'419388 

391 

2.0e-38 

84 

89 

(X98925) stromal ascorbate peroxidase [Arabidopsis 
thaliana] 

157507 

LIB317 6-073-P1-K1-A8 

BLASTN 

g2398520 

318 

l.Oe-179 

394 

95 

Arabidopsis thaliana mRNA for Hap2a transcription factor 
157508 

LIB317 6-073-P1-K1-A9 

BLASTX 

gll9975 

372 ' ^ . 

6.0e-36 

85 

91 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ {X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 {M35868 ) ferredoxin A' 
[Arabidopsis thaliana] 

157509 



20603 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-073-P1-K1-B1 

BLASTX 

g2688544 

184 

l.Oe-13 

97 

38 

{AE001163) 4-methyl-5 (b-hydroxyethyl ) -thiazole 
monophosphate biosynthesis protein (thiJ) [Borrelia 
burgdorferi] 

157510 

LIB3176-073-P1-K1-B10 

BLASTX 

g4335745 

473 

l.Oe-47 

139 

63 

{AC006284 ) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

157511 

LIB3176-073-P1-K1-B11 ■ 

BLASTN 

g4757405 

397 

O.Oe+00 

433 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJIO, complete sequence 

157512 

LIB3176-073-P1-K1-B12 

BLASTX 

gll3026 

539 

3.0e-55 

124 

85 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157513 

LIB317 6-073-P1-K1-B2 

BLASTN 

g484109 

122 

5.0e-62 
4 68 



20604 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana chloroplast glyceraldehyde-3-phosphate 
dehydrogenase B subunit gene, 5 'end 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157514 

LIB3176-073 

BLASTX 

g3914117 

606 

4.0e-63 

140 

84 

NUCLEOSIDE 
KINASE II) 



-P1-K1-B3 



DIPHOSPHATE 
>gi_3093480 



KINASE II PRECURSOR (NDK II) {NDP 
. (AF017640) nucleoside diphosphate 



kinase type 2 [Arabidopsis thaliana] 



157515 

LIB3176-073-P1-K1-B4 

BLASTX 

g3158370 

108 

2.0e-46 

99 

98 

{AF035382) catalase 3 



[Arabidopsis thaliana] 



157516 

LIB3176-073-P1-K1-B5 

BLASTN 

g4713943 

206 

l.Oe-112 

279 

93 

Arabidopsis thaliana chromosome 1 BAC T8K14 sequence, 
complete sequence 

157517 

LIB3176-073-P1-K1-B6 

BLASTX 

g2924779 

573 

3.0e-59 

118 

97 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

157518 

LIB317 6-073-P1-K1-B7 

BLASTN 

g2182286 

78 

5.0e-36 



20605 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 
85 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

157519 

LIB3176-073-P1-K1-B8 

BLASTX 

gll69451 

159 

4 .Oe-11 

83 

36 

PROBABLE GLUCAN ENDO-1 , 3-BETA-GLUCOSIDASE A6 PRECURSOR 

( (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( ( l->3 ) -BETA-GLUCANASE) 

(BETA-1, 3-ENDOGLUC7VNASE) >gi_322510_pir S31906 

beta-1, 3-glucanase homolog - Arabidopsis thaliana 
>gi_22677_emb_CAA49853_ {X70409) A6 [Arabidopsis thaliana] 
>gi_224 4 7 64_emb_CAB10187_ (Z97335) AMP-binding protein 
[Arabidopsis thaliana] 

157520 

LIB317 6-073-P1-K1-B9 

BLASTX 

gll74448 

576 

l.Oe-59 

127 

91 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 

157521 

LIB3176-073-P1-K1-C1 

BLASTX 

g3337095 

525 

l.Oe-53 

146 

53 

(AB016206) polygalacturonase inhibitor (PGIP) 



[Citrus iyo] 



157522 

LIB3176-073-P1-K1-C10 

BLASTX 

gl363489 

632 

3.0e-66 

133 

89 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 



157523 



20606 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-073-P1-K1-C11 

BLASTX 

g399046 

570 

7.0e-59 

112 

99 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) 

>gi_99657_pir S20867 adenine phosphoribosyltransf erase (EC 

2.4.2.7) - Arabidopsis thaliana >gi_16164_emb_CAA414 97_ 
(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 
>gi_3935182 (AC004557) F17L21,25 [Arabidopsis thaliana] 

157524 

LIB317 6-073-P1-K1-C12 

BLASTX 

g548355 

659 

2.0e-69 

125 

99 

NITRATE REDUCTASE 1 (NRl) >gi_486751_pir S35228 nitrate 

reductase (NADH) (EC 1.6.6.1) 1 - Arabidopsis thaliana 
>gi_22757_ertib_CAA7 94 94_ (Z19050) nitrate reductase 

[Arabidopsis thaliana] >gi_4 4 8286_prf 1916406A nitrate 

reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157525 

LIB3176-073-P1-K1-C3 

BLASTX 

g3023848 

664 

7.0e-70 

133 

52 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157526 

LIB317 6-073-P1-K1-C4 

BLASTN 

g4510360 

63 

8.0e-27 

159 

85 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

157527 

LIB317 6-073-P1-K1-C5 

BLASTX 

g2443755 



20607 



BLAST score 


552 


E value 


9. Oe-57 


Match length 


118 


% identity 


85 


NCBI Description 


(AF020433) cyclophilin [Arabidopsis thaliana] 


Seq. No. 


157528 


Seq. ID 


LIB317 6-073-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g4490291 


BLAST score 


88 


E value 


6.0e-42 


Match length 


144 


% identity 


90 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone Fl /Mo 




{ESSA project) 


Seq. No. 


157529 


Seq. ID 


LIB3176-073-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4006883 


BLAST score 


779 


E value 


2 . Oe-83 


Match length 


150 


% identity 


98 


NCBI Description 


(Z99707) cysteine proteinase [Arabidopsis thaliana] 


Seq. No. 


157530 


Seq. ID 


LIB317 6-073-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3551954 


BLAST score 


263 


E value 


6.0e-23 


Match length 


112 


% identity 


47 


NCBI Description 


(AF082030) senescence-associated protein 5 [Hemerocallis 




hybrid cultivar] 


Seq. No.' 


157531 


Seq. ID 


LIB317 6-073-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


444 


E value 


4 . Oe-44 


Match length 


113 


% identity 


78 


NCBI Description 


(AL035353) Proline-rich APG-like protein [Arabidopsis 




thaliana] 


Seq. No. 


157532 


Seq. ID 


LIBol /D-U /o-Pl-Kl-Dlz 


Method 


BLASTX 


NCBI GI 


g2583130 


BLAST score 


259 


E value 


2.0e-22 


Match length 


94 


% identity 


56 



20608 



NCBI Description 



{AC002387) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method ' . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157533 

LIB3176-073-P1-K1-D2 

BLASTX 

g3096931 

535 

9.0e-55 

113 

94 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157534 

LIB3176-073-P1-K1-D3 

BLASTX 

gl352258 

70 

5.0e-ll 

142 

39 

CARBONYL REDUCTASE (NADPH) (NADPH-DEPENDENT CARBONYL 

REDUCTASE) >gi__1083618^pir_ S5234 9 carbonyl reductase 

(NADPH) (EC 1.1.1.184) - rat >gi_666087__emb_CAA59088_ 
(X84349) carbonyl reductase (NADPH) [Rattus norvegicus] 
>gi_1217 651_einb_CAA65230_ (X95986) carbonyl reductase 
(NADPH) [Rattus norvegicus] 



Seq. No. 


157535 


Seq. ID 


LIB3176-073-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3377813 


BLAST score 


232 


E value 


2.0e-19 


Match length 


112 


% identity 


42 


NCBI Description 


(AF076275) No definition 


Seq. No. 


157536 


Seq. ID 


LIB3176-073-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl710581 


BLAST score 


423 


E value 


8.0e-42 


Match length 


105 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L9 


protein L9 - Arabidopsis 




(X91958) 60S ribosomal pj 


Seq. No. 


157537 


Seq. ID 


LIB3176-073-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl363^489 


BLAST score 


494 


E value 


4 .Oe-50 



S71255 ribosomal 



20609 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



91 
99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_enib_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157538 

LIB317 6-073-P1-K1-D8 

BLASTX 

g4704613 

398 

9.0e-39 

102 

79 

(AF109695) monodehydroascorbate reductase [Brassica juncea] 
157539 

LIB317 6-073-P1-K1-E1 

BLASTN 

g3128134 

356 

O.Oe+00 

419 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18G13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

S"eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157540 

LIB317 6-073-P1-K1-E10 

BLASTX 

gll9143 

157 

2.0e-10 

32 

97 

ELONGATION FACTOR 1 -ALPHA (EF- 

>gi_81606_pir S06724 translat 

alpha chain - Arabidopsis thai 
(X16430) elongation factor 1-a 
>gi_1369927_emb_CAA34454_ (X16 
1-alpha [Arabidopsis thaliana] 
(X16431) elongation factor 1-a 
>gi_1532172 (U63815) EF-lalpha 
>gi_1532173 (U63815) EF-lalpha 
>gi_1532174 (U63815) EF-lalpha 



1-ALPHA) 

ion elongation factor eEF-1 
iana >gi_295788_emb_CAA344 53_ 
Ipha [Arabidopsis thaliana] 
431) elongation factor 

>gi_l 36992 8_emb_CAA3 4 4 5 5_ 
Ipha [Arabidopsis thaliana] 
Al [Arabidopsis thaliana] 
A2 [Arabidopsis thaliana] 
A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157541 

LIB317 6-073-P1-K1-E12 

BLASTN 

g4079614 

272 

l.Oe-151 

441 

99 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



20610 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



157542 

LIB3176-073-P1-K1-E2 

BLASTN 

g3046853 

357 

O.Oe+00 

444 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



157543 

LIB3176-073-P1-K1-E3 

BLASTX 

gl531762 

186 

7.0e-14 

51 

73 

(Y07765) S-adenosylmethionine 
thaliana] 



decarboxylase [Arabidopsis 



157544 

LIB3176-073-P1-K1-E4 

BLASTX 

g2738248 

368 

3.0e-35 

120 

64 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

157545 

LIB3176-073-P1-K1-E5 

BLASTN 

g3985954 

374 

0. Oe+00 

418 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRG21, complete sequence [Arabidopsis thaliana] 

157546 

LIB3176-073-P1-K1-E9 

BLASTX 

g2864617 

602 

l.Oe-62 

145 

87 

(AL021811) H-i--transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

157547 

LIB3176-073-P1-K1-F10 



20611 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 



BLASTX 

gl899188 

396 

2.0e-38 

108 

44 

{U90212) DNA binding protein ACBF [Nicotiana tabacum] 



157548 

LIB3176-073-P1-K1-F12 

BLASTN 

g4587641 

212 

l.Oe-115 

373 

99 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAG F20D21 genomic 



157549 

LIB317 6-073-P1-K1-F2 

BLASTN 

g4589439 

113 

l.Oe-56 

383 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQMl, complete sequence 

157550 

LIB317 6-073-P1-K1-F3 

BLASTN 

g4760411 

190 

l.Oe-102 

277 

99 

Arabidopsis thaliana chromosome 1 BAG F25C20 sequence, 
complete sequence 

157551 

LIB317 6-073-P1-K1-F4 

BLASTN 

g2645198 

45 

4.0e-16 

162 

83 

Arabidopsis thaliana chromosome I BAG T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157552 

LIB317 6-073-P1-K1-F5 

BLASTX 

g228456 

401 



20612 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-39 

83 

95 

Gin synthetase [Arabidopsis thaliana] 
157553 

LIB3176-073-P1-K1-F6 

BLASTN 

g4469002 

342 

O.Oe+00 

422 

95 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



T29A15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157554 

LIB317 6-073-P1-K1-F8 

BLASTX 

g3367521 

132 

l.Oe-58 

117 

89 

(AC004392) Similar to gb_U08285 membrane-associated 
salt-inducible protein from Nicotiana tabacum. ESTs 
gb_T44131 and gb_T04378 come from this gene. [Arabidopsis 
thaliana] 

157555 

LIB317 6-073-P1-K1-F9 

BLASTX 

g2645971 

148 

2.0e-09 

28 

96 

(AF034255) reversibly glycosylated polypeptide- 3.. 
[Arabidopsis thaliana] 

157556 

LIB317 6-073-P1-K1-G1 

BLASTX 

g4325370 

296 

9.0e-27 

128 

92 

(AF128396) similar to human phosphotyrosyl phosphatase 
activator PTPA (GB:X73478) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157557 

LIB3176-073-P1-K1-G10 

BLASTX 

g4587542 

55 

6.0e-50 



20613 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
86 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

157558 

LIB3176-073-P1-K1-G11 

BLASTX 

g4835228 

538 

4.0e-55 

137 

79 

{AL049862) calmodulin-like protein [Arabidopsis thaliana] 
157559 

LIB317 6-073-P1-K1-G12 

BLASTX 

g3540181 

179 

5.0e-13 

134 

33 

(AC004122) Unknown protein [Arabidopsis thaliana] 
157560 

LIB317 6-073-P1-K1-G2 

BLASTN 

g3212846 

188 

l.Oe-101 

333 

95 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157561 

LIB3176-073-P1-K1-G3 

BLASTN ' 

g4335744 

114 

3.0e-57 

334 

93 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157562 

LIB3176-073-P1-K1-G4 

BLASTX 

g2924779 

581 

3.0e-60 

128 

91 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 



20614 



thaliana] >gi_2981616_cibj_BAA25248_ {AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157563 

LIB317 6-073-P1-K1-G5 

BLASTX 

gl352345 

601 

l.Oe-62 

125 

92 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 
>gi_18765_emb_CAA40182_ (X56856) eEF-la [Glycine max] 



Seq. No. 


157564 


Seq. ID 


LIB317 6-073-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


661 


E value 


l.Oe-69 


Match length 


130 


% identity 


97 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


157565 


Seq. ID 


LIB317 6-073-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3292817 


BLAST score 


235 


E value 


4.0e-21 


Match length 


128 


% identity 


48 


NCBI Description 


(AL031018) hypothetical ; 


Seq. No. 


157566 


Seq. ID 


LIB3176-073-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl702986 


BLAST score 


458 


E value 


9.0e-46 


Match length 


96 


% identity 


97 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 



chi chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157567 

LIB317 6-073-P1-K1-G9 

BLASTX 

g2317729 

662 

l.Oe-69 

125 

98 

(AF013627) reversibly glycosylated polypeptide-1 



20615 



(Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157568 

LIB3176-073-P1-K1-H1 

BLASTX 

g2230757 

484 

8.0e-49 

110 

89 

(Y11969) dnaJ-like protein [Arabidopsis thaliana] 



157569 

LIB3176-073-P1-K1-H12 

BLASTN 

g2760172 

434 

O.Oe+00 

434 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUB3, complete sequence [Arabidopsis thaliana] 



PI clone: 



157570 

LIB3176-073-P1-K1-H2 

BLASTX 

g4510363 

486 

5.0e-49 

100 

92 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157571 

LIB3176-073-P1-K1-H4 

BLASTX 

g3292836 

216 

l.Oe-17 

61 

75 

(AL031018) gamma-glutamylcysteine synthetase [Arabidopsis 
thaliana] >gi_4262277_gb_AAD14544_ (AF068299) 
gamma-glutamylcysteine synthetase [Arabidopsis thaliana] 

157572 

LIB317 6-073-P1-K1-H5 

BLASTX 

g4580920 

389 

9.0e-38 

122 

68 

(AF113545) vacuole-associated annexin VCaB42 [Nicotiana 
tabacum] 



20616 



Seq. No. 


157573 


beq. ID 


LIB3176-07 3-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g2765243 


BLAST score 


127 


E value 


6. Oe-65 


Match length 


223 


% Identity 


89 


NCBI Description 


Arabidopsis thaliana mRNA 


Seq. No. 


157574 


beq. ID 


LIB317 6-073-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2244750 


BLAST score 


259 


E value 


4.0e-23 


Match length 


63 


% identity 


81 


NCBI Description 


(Z97335) adenosylhomocyste 




>gi_3088579 (AF059581) S-ai 




[Arabidopsis thaliana] 


Seq. No. 


157575 


Seq. ID 


LIB317 6-07 4-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g3449322 


BLAST score 


412 


E value 


O.Oe+00 


Match length 


420 


% identity 


100 



-L-homocysteine hydrolase 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC17, complete sequence [Arabidopsis thaliana] 



157576 

LIB317 

BLASTX 

g29110 

296 

9.0e-2 

126 

56 

(AL021 
3-like 
(AL031 
- like 



6-074-P1-K1-A2 

85 

7 



960) photosystem II oxygen-evolving complex protein 
[Arabidopsis thaliana] >gi_340274 8_emb_CAA20194 . 1_ 
187) photosystem II oxygen-evolving complex protein 3 
[Arabidopsis thaliana] 



157577 

LIB317 6-074-P1-K1-A3 

BLASTX 

g3924611 

849 

2.0e-91 

163 

98 

(AF069442) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



157578 



20617 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



LIB3176-074-P1-K1-A4 

BLASTX 

gl076303 

501 

9,0e-51 

116 

86 

RNA-binding protein cp29 precursor - Arabidopsis thaliana 
>gi_681902_dbj_BAA06518_ (D31710) cp29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157579 

LIB3176-074-P1-K1-A5 

BLASTN 

gl66705 

107 

l.Oe-53 

115 

98 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase C subunit (GapC) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157580 

LIB317 6-074-P1-K1-A6 

BLASTX 

g99735 

92 

l.Oe-37 

105 

77 

L-ascorbate peroxidase (EC 1.11, 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157581 

LIB3176-074-P1-K1-A7 

BLASTX 

g2144501 

245 

9.0e-21 

74 

59 

actinidain (EC 3.4.22.14) precursor - kiwi fruit >gi_166317 
(M38422) actinidin [Actinidia deliciosa] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157582 

LIB3176-074-P1-K1-A8 

BLASTX 

gl362005 

594 

l.Oe-61 
156 
78 ' 

secY protein homolog precursor 



Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 



157583 

LIB3176-074-P1-K1-A9 
BLASTN 



20618 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2477521 
180 

l.Oe-96 

409 

52 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157584 

LIB3176-074-P1-K1-B12 

BLASTN 

g2961335 

373 

Q.Oe+00 

437 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 
(ESSAII project) 

157585 

LIB317 6-074-P1-K1-B2 

BLASTX 

g4538963 

522 

3.0e-53 

132 

61 

(AL049488) chlorophyll a/b-binding protein-like 

[ Ar abidops i s t ha 1 i ana ] >gi_4 74195 8_gb_AAD2 8776. 1_AF1 3412 9_1 

(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 


157586 


Seq. ID 


LIB317 6-074-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4679028 


BLAST score 


310 


E value 


3.0e-28 


Match length 


124 


% identity 


52 


NCBI Description 


(AF077207) HSPC021 [Homo sapiens] 


Seq. No. 


157587 


Seq. ID 


LIB317 6-074-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4580454 


BLAST score 


273 


E value 


l.Oe-152 


Match length 


430 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


157588 


Seq. ID 


LIB3176-074-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g4662609 


BLAST score 


365 



20619 



E value 
Match length 
% identity 
NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

406 

97 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

157589 

LIB3176-074-P1-K1-B6 

BLASTX 

gl345592 

570 

8.0e-59 

120 

96 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 (U36446) GF14 
epsilon isoform [Arabidopsis thaliana] 

157590 

LIB3176-074-P1-K1-B7 

BLASTX 

gl766046 

558 

l.Oe-57 

112 

97 

(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 
[Arabidopsis thaliana] 

157591 

LIB3176-074-P1-K1-C1 

BLASTN 

g3080406 

73 

5.0e-33 

125 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F23E12 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157592 

LIB3176-074-P1-K1-C12 

BLASTX 

g464621 

591 

3.0e-61 

137 

82 

60S RIBOSOMAL PROTEIN L6 {YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

157593 

LIB3176-074-P1-K1-C2 

BLASTX 

g2924520 

624 



20620 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID J 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2.0e-76 

146 

99 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

157594 

LIB3176-074-P1-K1-C3 

BLASTX 

gl335862 

539 

3.0e-55 

158 

71 

(U42608) clathrin heavy chain [Glycine max] 
157595 

LIB3176-074-P1-K1-C4 

BLASTX 

g4165488 

623 

4.0e-65 

115 

100 

(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 
157596 

LIB3176-074-P1-K1-C5 

BLASTX 

gll3026 

479 

3.0e-48 

115 

83 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 4 714 2_prf 1913424A 

isocitrate lyase [Brassica napus] 

157597 

LIB3176-074-P1-K1-C7 

BLASTN 

g2252823 

463 

O.Oe+00 

488 

52 

Arabidopsis thaliana BAC IG005I10 
157598 

LIB3176-074-P1-K1-C8 

BLASTX 

g4335737 

69 



20621 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-25 

145 

44 

(AC006248) putative serine/threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157599 

LIB3176-074-P1-K1-C9 

BLASTX 

gl32074 

781 

l.Oe-83 

145 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

157600 

LIB3176-074-P1-K1-D1 

BLASTX 

g4544399 

321 

2.0e-48 

156 

61 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157601 

LIB317 6-074-P1-K1-D11 

BLASTX 

g2341034 

361 

l.Oe-34 

86 

81 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
157602 

LIB3176-074-P1-K1-D2 

BLASTX 

g3913733 

680 

l.Oe-71 

141 

91 

HYDROXYACYLGLUTATHIONE HYDROLASE CYTOPLASMIC ISOZYME 
(GLYOXALASE II) (GLX II) >gi_1924 921_emb_CAA6964 4_ (Y08357) 
hydroxyacylglutathione hydrolase [Arabidopsis thaliana] 

157603 

LIB3176-074-P1-K1-D3 

BLASTX 

g2244750 

759 



20622 



E value 
Match length 
% identity 
NCBI Description 



5.0e-81 

150 

99 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 {AF059581) S-adenosyl-L-homocysteine hydrola 
[Arabidops.is thaliana] 



Seq. No. 


157604 


Seq. ID 


LIB3176-074-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4585882 


BLAST score 


406 


E value 


7 . Oe-40 


Match length 


85 


% identity 


96 


NCBI Description 


(AC005850) PSI type I 




[Arabidopsis thaliana 


Seq. No. 


157605 


Seq. ID 


LIB317 6-074 -P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl256509 


BLAST score 


194 


E value 


4 . Oe-15 


Match length 


48 


% identity 


69 


NCBI Description 


(X92943) pectate lyas 


Seq. No. 


157606 


Seq. ID 


LIB3176-074-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


685 


E value 


3.0e-72 


Match length 


130 


% identity 


98 


NCBI Description 


ACTIN 2/7 >gi 2129525 




thaliana >gi 2129528 ] 




thaliana >gi_1049307 




thaliana] >gi_1943863 




thaliana] 


Seq. No. 


157607 


Seq, ID 


LIB317 6-074 -P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2244852 


BLAST score 


701 


E value 


4.0e-74 • 


Match length 


147 


% identity 


98 


NCBI Description 


(Z97337) hypothetical 


Seq. No. 


157608 


Seq. ID 


LIB3176-074-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


650 



Arabidopsis 



20623 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-68 

146 

87 

60S RIBOSOMAL PROTEIN LIS >gi_224 5027_einb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

157609 

LIB317 6-074-P1-K1-E2 

BLASTX 

gl353157 

251 

2.0e-21 

130 

38 

HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME II 
>gi_3878900_einb_CAA86774_ (Z46794) similar to vacuolar 
biogenesis protein (pep5); cDNA EST EMBL:D27614 comes from 
this gene; cDNA EST EMBL:D34974 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157610 

LIB317 6-074-P1-K1-E5 

BLASTX 

g232031 

150 

l.Oe-09 

93 

37 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta* chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 

157611 

LIB317 6-07 4-P1-K1-E6 

BLASTX 

g416681 

202 

l.Oe-15 

116 

38 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

157612 

LIB3176-074-P1-K1-E9 

BLASTX 

g3549670 

565 

3.0e-58 

112 

99 

(AL031394) putative protein [Arabidopsis thaliana] 



20624 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157613 

LIB3176-074-P1-K1-F1 

BLASTX 

gl657617 

653 

l.Oe-68 

129 

99 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157614 

LIB317 6-074-P1-K1-F10 

BLASTX 

gl346929 

746 

2.0e-79 

157 

97 

ASPARTATE CARBAMOYLTRANSFERASE PRECURSOR (ASPARTATE 

TRANSCARBAMYLASE) (ATCASE) >gi_107 6293_pir S46441 

aspartate carbamoyltransf erase (EC 2.1.3.2) - Arabidopsis 
thaliana >gi_443820_emb_CAA50687_ (X71843) aspartate 
carbamoyl transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST .score 
E value 
Match length 
% identity 



157615 

LIB317 6-074 -Pl-Kl-Fll 

BLASTN 

g2337888 

311 

l.Oe-175 

475 

99 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

157616 

LIB3176-074-P1-K1-F12 

BLASTX 

gl26766 

77 

7.0e-51 

126 

83 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

157617 

LIB3176-074-P1-K1-F2 

BLASTX 

gl928991 

648 

5.0e-68 

146 

90 



20625 



NCBI Description 



(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157618 

LIB3176-074-P1-K1-F3 

BLASTX 

g2980775 

137 

2.0e-64 

137 

96 

(AL022198) leucyl aminopeptidase 
[Arabidopsis thaliana] 



- like protein (partial) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157619 

LIB3176-074-P1-K1-F4 

BLASTX 

gl791309 

487 

3.0e-49 

102 

96 

(U83500) cystathionine gamma-synthase [Arabidopsis 
thaliana] >gi_2852454_dbj_BAA24699_ (AB010888) 
cystathionine gamma-synthase [Arabidopsis thaliana] 

157620 

LIB317 6-074 -P1-K1-F5 

BLASTX 

g2078350 

270 

l.Oe-23 

92 

63 

(U95923) transaldolase [Solanum tuberosum] 
157621 

LIB317 6-074-P1-K1-F6 

BLASTX 

g4582468 

300 

7.0e-28 

72 

86 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157622 

LIB317 6-074-P1-K1-F7 

BLASTX 

gll9143 

395 

3.0e-58 

139 

86 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 



20626 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



alpha chain - Arabidopsis thaliana 
(X16430) elongation factor 1-alpha 
>gi_1369927_emb_CAA34 454_ (X16431) 
1-alpha [Arabidopsis thaliana] >gi 
(X16431) elongation factor 1-alpha 
>gi_1532172 (U63815) EF-lalpha-Al 
>gi_1532173 (U63815) EF-lalpha-A2 
>gi_1532174 (U63815) EF-lalpha-A3 



>gi_2 957 8 8_emb_CAA34 4 5 3_ 

[Arabidopsis thaliana] 

elongation factor 
_1 3 6 9 9 2 8_emb_C AA3 4 4 5 5_ 

[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



157623 

LIB3176-074-P1-K1-F8 

BLASTX 

g2583134 

393 

4 .Oe-38 

79 

96 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157624 

LIB317 6-074-P1-K1-F9 

BLASTX 

g4406780 

572 

3.0e-59 

129 

84 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

157625 

LIB317 6-074-P1-K1-G10 

BLASTX 

g2894564 

134 

l.Oe-28 

68: 

97 

(AL021890) putative protein [Arabidopsis thaliana] 
157626 

LIB317 6-074-P1-K1-G11 

BLASTX 

g3193310 

372 

l.Oe-35 

89 

84 

{AF069300) contains similarity to Nicotiana tabacum hinl 
(GB:Y07563) [Arabidopsis thaliana] 

157627 

LIB3176-074-P1-K1-G12 

BLASTX 

gll5767 

53 



20627 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-80 

156 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

157628 

LIB317 6-074-P1-K1-G2 

BLASTX 

g4678261 

713 

l.Oe-75 

154 

94 

{AL04 9657) putative proteasome regulatory subunit 
[Arabidopsis thaliana] 

157629 

LIB3176-074-P1-K1-G4 
BLASTX ^' 
gll72872 
461 

3.0e-46 

102 

88 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_4 35618_dbj_BAA0237 3_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4-539328_einb_CAB38829. 1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

157630 

LIB317 6-074-P1-K1-G5 

BLASTX 

g3107931 

663 

9.0e-70 

150 

86 

(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 
157631 

LIB317 6-074-P1-K1-G6 

BLASTX 

g3355475 

498 

2.0e-50 

139 

72 

(AC004218) ribosomal protein L23a [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157632 

LIB3176-07*4-Pl-Kl-G7 

BLASTX 

g2062158 

615 

4.0e-64 

151 

42 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157633 

LIB317 6-074-P1-K1-G8 

BLASTX 

gll73104 

491 

6.0e-50 

91 

96 

RIBONUCLEASE 2 PRECURSOR >gi_289210 {M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 



Seq. No. 


157634 


Seq. ID 


LIB317 6-074-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


286 


E value 


l.Oe-25 


Match length 


99 


% identity 


56 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


157635 


Seq. ID 


LIB3176-074-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


294 


E value 


2.0e-57 


Match length 


141 


% identity 


82 


NCBI Description 


(Y17053) At-hsc70"3 [Arabidopsis thaliana] 


Seq. No. 


157636 


Seq. ID 


LIB3176-074-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl001430 


BLAST score 


277 


E value 


2.0e-24 


Match length 


130 


% identity 


49 


NCBI Description 


(D63999) ORFl [Synechocystis sp.] 


Seq. No. 


157637 


Seq. ID 


LIB317 6-074-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g3319339 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

4.0e-12 

58 

91 

Arabidopsis thaliana BAC F9D12 
157638 

LIB3176-074-P1-K1-H12 

BLASTX 

g3236242 

456 

2.0e-45 

101 

91 

(AC004684) 
thaliana] 



putative ribosomal protein L36 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157639 

LIB3176-074-P1-K1-H3 

BLASTX 

g2262167 

556 

2.0e-57 
107 
98 

(AC002329) 
thaliana] 



cytosolic ribosomal protein S4 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157640 

LIB3176-074-P1-K1-H4 

BLASTX 

g267083 

551 

l.Oe-56 

102 

99 

TUBULIN BETA-9 CHAIN >gi_320190_pir JQ1593 tubulin beta-9 

chain - Arabidopsis thaliana >gi_166910 (M84706) .beta-9 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157641 

LIB3176-074-P1-K1-H6 

BLASTN 

g4699904 

259 

l.Oe-144 

279 

98 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157642 

LIB3176-074-P1-K1-H7 

BLASTX 

g4587610 

662 

l.Oe-69 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134 
99 

(AC006951) putative indole-3-glycerol phosphate synthase 
precursor [Arabidopsis thaliana] 

157643 

LIB3176-074-P1-K1-H8 

BLASTX 

g2213584 

81 

5.0e-60 

133 

83 

(AC000348) T7N9.4 [Arabidopsis thaliana] 
157644 

LIB317 6-083-P1-K1-A1 

BLASTN 

g4371278 

148 

l.Oe-77 

323 

87 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157645 

LIB3176-083-P1-K1-A10 

BLASTX 

g464621 

625 

2.0e-65 

143 

82 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

157646 

LIB3176-083-P1-K1-A11 

BLASTX 

g481132 

479 

2.0e-48 

118 

77 

sucrose transport protein SUCl - Arabidopsis thaliana 
>gi_407094_emb_CAA53147_ (X75365) sucrose-proton symporter 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157647 

LIB3176-083-P1-K1-A12 

BLASTX 

gl32719 

261 

l.Oe-22 
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Match length 

% identity 

NCBI Description 



114 
45 

503 RIBOSOMAL PROTEIN L17 >gi_71252_pir R5EC17 ribosomal 

protein L17 - Escherichia coli >gi_42800_emb_CAA26396_ 
{X02543) ribosomal protein L17 (aa 1-127) [Escherichia 
coli] >gi_42808_einb_CAA25338_ (X00766) ribosomal component 
L17 [Escherichia coli] >gi_147716 (J01685) ribosomal 
protein L17 [Escherichia coli] >gi_606228 (U18997) 50S 
ribosomal subunit protein L17 [Escherichia coli] 
>gi_1789689 (AE000407) SOS ribosomal subunit protein L17 

[Escherichia coli] >gi_223573_prf 0901236A protein L17 

[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157648 

LIB317 6-083-P1-K1-A3 

BLASTX 

gl363489 

611 

l.Oe-63 

138 

82 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157649 

LIB3176-083-P1-K1-A4 

BLASTX 

gl710581 

644 

l.Oe-67 

133 

95 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 


157650 ^ ■ 




Seq. ID 


LIB317 6-083-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


gl709970 




BLAST score 


343 




E value 


2.0e-32 




Match length 


108 




% identity 


69 




NCBI Description 


60S RIBOSOMAL PROTEIN 


LlOA 


Seq. No. 


157651 




Seq. ID 


LIB3176-083-P1-K1-A8 




Method 


BLASTX 




NCBI GI 


gl363489 




BLAST score 


751 




E value 


4.0e-80 




Match length 


135 




% identity 


100 




NCBI Description 


thioglucosidase (EC 3. 


2.3.: 



thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
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glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157652 

LIB317 6-083-P1-K1-A9 

BLASTX 

g267073 

447 

5.0e-58 

130 

90 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157653 

LIB317 6-083-P1-K1-B1 

BLASTX 

gl345592 

665 

5.0e-70 

142 

93 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 {U36446) GF14 
epsilon isoform [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157654 

LIB317 6-083-P1-K1-B10 

BLASTX 

gl40508 

417 

3.0e-66 

133 

90 

PROBABLE INTRON MATURASE >gi_99852_pir S07168 probable 

maturase, 63K - white mustard chloroplast 

>gi_12220_emb_CAA28509_ (X04826) ycfl4 (AAl-324) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157655 

LIB317 6-083-P1-K1-B11 

BLASTX 

g4741948 

242 

5.0e-21 

49 

100 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157656 

LIB317 6-083-P1-K1-B12 

BLASTX 

g4049348 

502 

6.0e-51 

98 

100 
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NCBI Description {AL034567) putative protein [Arabidopsis thaliana] 





Seq. No. 


157657 




Seq. ID 


LIB3176-083-P1-K1-B3 




Method 


BLASTX 




NTCBI GI 


g3176673 




BLAST score 


627 




E value 


1 . Oe-65 




Match length 


142 




% identity 


89 




NCBI Description 


{AC003671) Similar to serine/threonine kinase gb_Y12531 






from Brassica oleracea. [Arabidopsis thaliana] 




Seq. No. 


157658 




Seq. ID 


LIB317 6-083-P1-K1-B4 




Method 


BLASTX 




NCBI GI 


g368724 9 




BLAST score 


581 




E value 


3. Oe-60 




Match length 


122 




% identity 


89 


i I 


NCBI Description 


(AC005169) putative copia-like transposable element 


m 




[Arabidopsis thaliana] 




Seq. No. 


157659 




Seq. ID 


LIB3176-083-P1-K1-B5 




Method 


BLASTX 




NCBI GI 


g4454056 




BLAST score 


597 


yl 


E value 


4 . Oe-62 




Match length 


141 




% identity 


89 


PI 


NCBI Description 


{AJ000930) ClpP [Arabidopsis tnalianaj 




Seq. No. 


157660 




Seq. ID 


LIB317 6-083-P1-K1-B6 


\ : 


Method 


BLASTN 




NCBI GI 


q22AAlAl 




BLAST score 


336 




E value 


0 . Oe+00 




Match length 


435 




% identity 


100 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 






fragment No 




Seq. No. 


157661 




Seq. ID 


LIB317 6-083-P1-K1-B7 




Method 


BLASTN 




NCBI GI 


gz yz 41 / J J 




BLAST score 


48 




E value 


l.Oe-18 




Match length 


102 




% identity 


93 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 






MUF9, complete sequence [Arabidopsis thaliana] 




Seq. No. 


157662 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-083-P1-K1-B8 

BLASTX 

gll72873 

431 

l.Oe-42 

133 

68 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase {EC 3.4.22..-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 


157663 


Seq. ID 


LIB317 6-083-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4587680 


BLAST score 


229 


E value 


l.Oe-19 


Match length 


61 


% identity 


74 


NCBI Description 


(AC007197) putative cytochrome p4: 


Seq. No. 


157664 


Seq. ID 


LIB3176-083-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g4159711 


BLAST score 


226 


E value 


l.Oe-124 


Match length 


430 


% identity 


79 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MUD12, complete sequence 


Seq. No. 


157665 


Seq. ID 


LIB317 6-083-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gll69599 


BLAST score 


398 


E value 


9.0e-39 


Match length 


92 


% identity 


83 



NCBI Description 



OMEGA-3 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 

>gi_541883_pir JQ2336 omega-3 fatty acid desaturase (EC 

1.14.99.-) CFD - Arabidopsis thaliana >gi_408481 (L22961) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_468434_dbj_BAA05040_ (D26019) plastid fatty acid 
desaturase [Arabidopsis thaliana] >gi_54 1653_dbj_BAA03106_ 
(D14007) omega-3-desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157666 

LIB317 6-083-P1-K1-C11 

BLASTX 

g2894564 

133 

2.0e-28 

66 

100 
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NCBI Description 



(AL021890) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157667 

LIB3176-083-P1-K1-C12 

BLASTN 

g4757397 

405 

O.Oe+00 

413 

100 

Arabidopsis thaliana genomic DNA, 
MBG14 , complete sequence 



chromosome 3, PI clone 



157668 

LIB317 6-083-P1-K1-C2 

BLASTN 

g2760829 

194 

l.Oe-105 

384 

100 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157669 

LIB317 6-083-P1-K1-C3 

BLASTX 

gl063415 

664 

6.0e-70 

124 

100 

(L40948) K+ channel protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157670 

LIB3176-083-P1-K1-C4 

BLASTX 

g3885331 

-736 

2.0e-78 

142 

100 

(AC005623) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157671 

LIB317 6-083-P1-K1-C9 

BLASTN 

g2833627 

420 

O.Oe+00 

420 

100 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 BAC Fi707 complete 



Seq. No. 



157672 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-083-P1-K1-D1 

BLASTX 

g3738092 

653 

l.Oe-68 

127 

100 

(AC005617) similar to glyoxysomal malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



157673 

LIB3176-083-P1-K1-D10 

BLASTX 

g2961372 

727 

2.0e-77 

139 

99 

{AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ {AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

157674 

LIB3176-083-P1-K1-D12 

BLASTN 

g4757414 

388 

O.Oe+00 

416 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157675 

LIB3176-083-P1-K1-D2 . 

BLASTX 

g2760362 

613 

6.0e-64 

120 

100 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 

157676 

LIB3176-083-P1-K1-D3 

BLASTX 

g3021506 

49 

6.0e-29 

88 

75 

{X96727) isocitrate dehydrogenase (NAD+) [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 



157677 

LIB3176-083-P1-K1-D4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl363489 

645 

l.Oe-67 

118 

100 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

157678 

LIB317 6-083-P1-K1-D5 

BLASTX 

g4204285 

754 

2.0e-80 

141 

98 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

157679 

LIB3176-083-P1-K1-D6 

BLASTX 

g3603353 

594 

l.Oe-61 

136 

83 

{AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 

157680 

LIB317 6-083-P1-K1-D8 

BLASTX 

g3402487 

707 

5.0e-75 

138 

100 

(AB015138) Vacuolar proton pyrophosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157681 

LIB3176-083-P1-K1-D9 

BLASTN 

g2253009 

333 

O.Oe+00 

337 

100 

Arabidopsis thaliana 
partial 



itiRNA for MAP3K delta-1 protein kinase, 



Seq. No. 
Seq. ID 
Method 



157682 

LIB3176-083-P1-K1-E1 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2292917 
747 

l.Oe-79 

140 

100 

{X99851) galactokinase [Arabidopsis thaliana] 
157683 

LIB3176-083-P1-K1-E10 

BLASTX 

gl363489 

645 

l.Oe-67 

120 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase. [Arabidopsis thaliana] 

157684 

LIB317 6-083-P1-K1-E12 

BLASTX 

g2739389 

537 ^ 

5.0e-55 

142 

30 

(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 
157685 

LIB317 6-083-P1-K1-E2 

BLASTN 

g2264314 

65 

5.0e-28 

197 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQK4, complete sequence [Arabidopsis thaliana]' 

157686 

LIB317 6-083-P1-K1-E3 

BLASTN 

g2191157 

254 

l.Oe-141 

412 

94 

Arabidopsis thaliana BAG IG002P16 
157687 

LIB317 6-083-P1-K1-E5 

BLASTX 

gl071912 

601 

l.Oe-62 
131 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



92 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_einb_CAA57344_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 

157688 

LIB3176-083-P1-K1-E6 

BLASTX 

g625977 

586 

8.0e-61 

116 

98 

p40 protein homolog - Arabidopsis thaliana >gi_4029O4 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

157689 

LIB3176-083-P1-K1-E7 

BLASTX 

g2262167 

696 

l.Oe-73 

133 

100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

157690 

LIB317 6-083-P1-K1-E8 

BLASTX 

gl345132 

710 

2.0e-75 

138 

100 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

157691 

LIB3176-083-P1-K1-E9 

BLASTX 

gl709798 

690 

5.0e-73 

139 

97 

26S PROTEASE REGULATORY SUBUNIT 6B HOMOLOG >gi_1155334 
(U4 3398) POTATPl [Solanum tuberosum] 

157692 

LIB3176-083-P1-K1-F1 

BLASTX 

g66618 

401 



20640 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-39 

82 

100- 

3-phosphoshikimate 1-carboxyvinyltransf erase (EC 2.5.1.19) 
precursor - Arabidopsis thaliana 

157693 

LIB3176-083-P1-K1-F10 

BLASTX 

g4567226 

232 

3,0e-19 

89 

57 

{AC007119) unknown protein [Arabidopsis thaliana] 
157694 

LIB3176-083-P1-K1-F11 

BLASTX 

gll3026 

593 

l.Oe-61 

127 

89 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220__bbs_1128 62 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_44714 2_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 


157695 


Seq. ID 


LIB317 6-083-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


277 


E value 


2.0e-26 


Match length 


104 


% identity 


59 


NCBI Description 


(AL035394) putative prot* 


Seq. No. 


157696 


Seq. ID 


LIB317 6-083-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g399013 


BLAST score 


601 


E value 


l.Oe-62 


Match length 


122 


% identity 


98 


NCBI Description 


ADP,ATP CARRIER PROTEIN : 



1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_1617 5_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



20641 



oeCj. WO. 


X J / O -7 / 


Seq. ID 


LIB3176-083-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g /Ud4 j 


BLAST score 


4 Ui 


E value 


4 . Oe- jy 


Match length 


O J 


% identity 




NCBI Description 


ubiquitin precursor - 


Seq. No. 


io / oyo 


beq. lu 


ijXOOX/O KJOO tz ± JaX r4 


Method 


BLASTX 


NCBI GI 


g399013 


BLAST score 


312 


E value 


6.0e-29 


Match length 


60 


% identity 


100 


NCBI Description 


ADP,ATP CARRIER PROTE 



[fragment) 



1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157699 

LIB3176-083-P1-K1-F5 

BLASTN 

g4220640 

350 

O.Oe+00 

416 

54 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPEll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157700 

LIB3176-083-P1-K1-F6 

BLASTN 

g3805839 

186 

l.Oe-100 

339 

92 

Arabidopsis thaliana DNA chromosome 4, BAG clone F4B14 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157701 

LIB3176-083-P1-K1-F7 

BLASTX 

gll4335 

206 

8.0e-17 

54 

72 



20642 



NCBI Description 


DT AOM7\ MTTMDDAMI? ATDZiCC 0 / DDl^TOM DTTMD^ 

rliAbMA MiLiyiDK/UNtj Ml rAb£j Z ^rKUlUN rrUMr} 




>gi b/y/o pxr rAWUfz n+-transporcing Aifase j.d.j.,joj 




uype z / p±a sma meinijx ane HraoiQups is unaiiana -^yi lODDzy 




(ju^o tU) n+— Ai rase L AraDiaopsis t naiiana j 


C a Kl ^ 

oeq. NO. 






lilDJl / O UOJ rX lM l: O 


Method 


BLASTN 


NCBI GI 


gl483217 


oLiAoi score 


jD 1 


E value 




Matcri iengtn 


/I O 1 


% identity 


lUU 


NCBI Description 


A . tha liana gene induced upon wounding stress 


beCJ. NO. 




beg. xu 


XiXdox/d uoo tx r\± I: 


Metnoa 


DliAb 1 N 


NCBI GI 


g4096078 


BLAST score 


48 


b value 


7 rid — 1 Q 
/ . ue X o 


Matcn iengtn 


1 T c: 
1 /D 


% identity 




NCBI Description 


Arabidopsi s tha liana chromosoitie I BAC T5A1 4 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beq. NO. 


T c; T "7 n /I 
10 / f Uh 


Seq. ID 


LlBol / b-Uoo-r 1-Kl-blZ 


Method 


bLAb i A 


NCBI GI 


g4585988 


BLAST score 


738 


E value 


1 . ue— / o 


Match length 


"1 A A 

14 4 


% identity 




NCBI Description 


tAuuuD^o/} bimiiar r.o pnospnoprouein pnospnatase 




regulatory subunit [Arabidopsis thaliana] 


beq. NO. 


1 R7 7 n ' 
13 / / UD 


beq. lu 


lilOOX / D U O J IT X J\X oZ 


Method 


DT A O "PV 


NCBI GI 


g4371297 


BLAST score 


716 


E value 


c Ho — 7^; 

D . ue / D 


Match iengtn 


14 J 


% Identity 




NCBI Description 


^Auuub^cbU} pnenyiaianme ammonia lyase i, o partial 




[Arabidopsis thaliana ] 


beq. NO. 


T ^77nfi 

±D f / U D 


beq. lu 


XiX DO X / D U O J IT X A.X 






NCBI GI 


g2529682 


BLAST score 


191 


E value 


9.0e-15 


Match length 


88 


% identity 


49 


NCBI Description 


(AC002535) unknown protein [Arabidopsis thaliana] 



20643 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157707 

LIB3176-083-P1-K1-G4 

BLASTX 

g4678328 

454 

l.Oe-45 

92 

99 

{AL049658) aldehyde dehydrogenase (NAD+)-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157708 

LIB3176-083-P1-K1-G5 

BLASTX 

g730526 

355 

7.0e-34 

93 

72 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_ertib_CAA53005_ (X75162) BBCl protein 
[Arabidopsis ' thaliana] 



Seq. No. 


157709 


Seq. ID 


LIB3176-083-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4204258 


BLAST score 


461 


E value 


4 .Oe-46 


Match length 


140 


% identity 


62 


NCBI Description 


(AC005223) 14409 [Arabidopsis thaliana] 


Seq. No. 


157710 


Seq. ID 


LIB317 6-083-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2335094 


BLAST score 


577 


E value 


l.Oe-59 


Match length 


111 


'% identity 


99 


NCBI Description 


(AC002339) putative polygalacturonase [Arabidopsis 




thaliana] 


Seq. No. 


157711 


Seq. ID 


LIB317 6-083-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2583135 


BLAST score 


251 


E value 


l.Oe-21 


Match length 


49 



% identity 

NCBI Description 



94 

(AC002387) hypothetical protein [Arabidopsis thaliana] 

>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 

>gi_4 322477_gb_AAD16053_ {AF087015) abnormal floral organs 



20644 



protein (Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157712 

LIB3176-083-P1-K1-H11 

BLASTN 

g4757411 

167 

6.0e-89 

392 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157713 

LIB317 6-083-P1-K1-H12 

BLASTX 

g4587595 

211 

8.0e-17 

82 

49 

(AC006951) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157714 

LIB317 6-083-P1-K1-H2 

BLASTX 

gll70040 

706 

7.0e-75 

143 

97 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_451198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_1944448_dbj_BAA19653_ 
(08 9620) glutathione reductase precursor [Arabidopsis 

thaliana] >gi_740576_prf 2005376A glutathione reductase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157715 

LIB3176-083- 
BLASTX 
g2119848 
664 

6.0e-70 

139 

91 

chlorophyll 

Arabidopsis 

photosystem 

[Arabidopsis 

photosystem 

[Arabidopsis 

photosystem 

[Arabidopsis 



P1-K1-H3 



a/b-bindi 
thaliana 
II type I 

thaliana 
II type I 

thaliana 
II type I 

thaliana 



ng protein type I precursor LhblBl 
>gi_16366_emb_CAA45789_ (X64459) 

chlorophyll a /b binding protein 
] >gi_3128229 (AC004077) putative 

chlorophyll a/b binding protein 
] >gi_3337372 (AC004481) putative 
chlorophyll a/b binding protein 



Seq. No. 



157716 



20645 



Seq. ID 


LIB3176-083-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4490329 


BLAST score 


325 


E value 


8.0e-31 


Match length 


73 


% identity 


85 


NCBI Description 


{AL035656) extensin-like protein [Arabidopsis thaliana 


Seq. No. 


157717 


Seq. ID 


LIB317 6-083-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3377843 


BLAST score 


345 


E value 


9.0e-33 


Match length 


84 


% identity 


82 


NCBI Description 


(AF07 6274) contains similarity to rat p47 protein 




{GB:AB002086) [Arabidopsis thaliana] 


Seq. No. 


157718 


Seq. ID 


LIB3176-083-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3201632 


BLAST score 


247 


E value 


3.0e-21 


Match length 


96 


% identity 


53 


NCBI Description 


(AC004669) putative 2A6 protein [Arabidopsis thaliana] 


Seq. No. 


157719 


Seq. ID 


LIB317 6-083-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


584 


E value 


l.Oe-60 


Match length 


120 


% identity 


98 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsis thaliana] 


Seq. No. 


157720 


Seq. ID 


LIB317 6-083-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2894445 


BLAST score 


647 


E value 


6.0e-68 


Match length 


140 


% identity 


88 


NCBI Description 


{Y14333) transketolase [Arabidopsis thaliana] 


Seq. No. 


157721 


Seq. ID 


LIB317 6-083-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g731284 


BLAST score 


181 


E value 


3.0e-13 


Match length 


117 



20646 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

HYPOTHETICAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION 

>gi_1077482_pir S51971 probable membrane protein YAL048c - 

yeast (Saccharomyces ce'revisiae) >gi_595536 (U12980) 
Yal048cp [Saccharomyces cerevisiae] 

157722 

LIB3176-084-P1-K1-A1 

BLASTX 

g3096931 

577 

9.0e-60 

113 

99 

(AL023094) putative ribosomal protein S15 [Arabidopsis 
thaliana] 

157723 

LIB317 6-084-P1-K1-A10 

BLASTN 

g4753195 

229 

l.Oe-126 

372 

99 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 

157724 

LIB3176-084-P1-K1-A11 

BLASTX 

g4263712 

497 

2.0e-50 

124 

78 

(AC006223) 
thaliana] 



putative ribosomal protein S12 [Arabidopsis > 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157725 • :, 

LIB3176-084-P1-K1-A12 

BLASTX 

g2088654 

723 

8.0e-77 

154 

94 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

157726 

LIB317 6-084 -P1-K1-A3 

BLASTN 

g2160155 

75 

2.0e-34 
139 



20647 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



89 

Sequence of BAG F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

157727 

LIB3176-084-P1-K1-A4 

BLASTX 

g399940 

706 

9.0e-75 

157 

89 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi_100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636_emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

157728 

LIB317 6-084-P1-K1-A5 

BLASTX 

g4567268 

730 

l.Oe-77 

152 

93 

(AC006841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 

157729 

LIB317 6-084-P1-K1-A6 

BLASTN 

g4678371 

257 

l.Oe-142 

341 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 

157730 

LIB3176-084-P1-K1-A7 

BLASTX 

g2246621 

254 

3,0e-22 

68 

78 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

157731 

LIB3176-084-P1-K1-A8 

BLASTX 

g2851508 

361 

9.0e-35 
79 



20648 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



89 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 {AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi__3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

157732 

LIB317 6-084-P1-K1-A9 

BLASTN 

g4376087 

162 

5.0e-86 

292 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

157733 

LIB317 6-084-P1-K1-B10 

BLASTX 

g3377808 

602 

l.Oe-62 

133 

88 

(AF075597) contains similarity to Nicotiana alata pistil 
extensin-like protein {GB:U45958) [Arabidopsis thaliana] 

157734 

LIB317 6-084-P1-K1-B11 

BLASTX 

g3169180 

823 

2.0e-88 

152 

99 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 

157735 

LIB317 6-084-P1-K1-B12 

BLASTN 

g3785992 

206 

l.Oe-112 

459 

98 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157736 

LIB317 6-084-P1-K1-B2 

BLASTN 

g4079614 

47 

2.0e-17 



20649 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI — 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139 
83 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157737 

LIB3176-084-P1-K1-B3 

BLASTX 

g3869088 

598 

3.0e-62 

119 

95 

{AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
157738 

LIB3176-084-P1-K1-B4 

BLASTX 

g4455203 

224 

2.0e-18 

144 

5 

(AL035440) putative protein [Arabidopsis thaliana] 
157739 

LIB317 6-084-P1-K1-B5 

BLASTX 

gri9194 

561 

3.0e-58 

125 

95 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA364 98_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu * [Arabidopsis thaliana] 

157740 

LIB3176-084-P1-K1-B6 

BLASTX 

g3292815 

190 

3.0e-14 

135 

42 

{AL031018) hypothetical protein [Arabidopsis thaliana] 
157741 

LIB317 6-084 -P1-K1-B7 

BLASTX 

g3236246 

369 

2.0e-41 
102 



20650 



% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(AC004 684) putative expansin protein [Arabidopsis thaliana] 
157742 

LIB3176-084-Pl-KlrB8 

BLASTN ' 

g2098816 

305 

l.Oe-171 

412 

96 

Arabidopsis thaliana BAC F19G10, complete sequence 
157743 

LIB3176-084-P1-K1-B9 

BLASTN 

g4467094 

438 

O.Oe+00 

478 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157744 

LIB3176-084-P1-K1-C1 

BLASTX 

gll9350 

633 

3.0e-66 

127 

98 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLyCERATE HYDRO-LYASE) >gi_8 1608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

157745 

LIB317 6-084 -Pl-Kl-ClO 

BLASTX 

g3004560 

428 

3.0e-42 

127 
69 

(AC003673) putative ATP binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



157746 

LIB3176-084-P1-K1-C11 

BLASTX 

g4732123 

422 



20651 



m 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-41 

127 

63 

{AF129087) mitogen-activated protein kinase homologue 
[Medicago sativa] 

157747 

LIB3176-084-P1-K1-C2 

BLASTX 

gl067224 

153 

6.0e-10 

91 

37 

(Z67999) serine palmitoyltransferase 2 [Schizosaccharomyces 
pombe] 

157748 

LIB3176-084-P1-K1-C3 

BLASTX 

g4582787 

444 

4.0e-44 

112 

76 

(AJ012281) adenosine kinase [Zea mays] 
157749 

LIB3176-084-P1-K1-C5 

BLASTX 

g3367522 

270 

l.Oe-23 

89 

63 

(AC004392) EST gb_T04 691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157750 

LIB3176-084-P1-K1-C6 

BLASTX 

g2129636 

647 

5.0e-74 

146 

95 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U38916) lipase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157751 

LIB317 6-084-P1-K1-C7 

BLASTX 

gl33440 

545 

6.0e-56 

127 

86 



20652 



NCBI Description 



DNA-DIRECTED RNA POLYMERASE BETA' CHAIN 



Seq. No. 

Seq, ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157752 

LIB317 6-084-P1-K1-C8 

BLASTX 

g.2961389 

240 

3.0e-20 

79 

53 

(AL022141) purple acid phosphatase like protein 
[Arabidopsis thaliana] >gi_4006925_emb_CAB16853 . 1_ {Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157753 

LIB317 6-084-P1-K1-C9 

BLASTX 

g2244792 

234 

2.0e-19 

50 

80 

{Z97336) ankyrin homolog [Arabidopsis thaliana] 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 



157754 

LIB3176-084-P1-K1- 

BLASTX 

g2262167 



DIG 



BLAST score 


616 


E value 


3.0e-64 


Match length 


119 


% identity 


99 


NCBI Description 


(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 




thaliana] 


Seq. No. 


157755 


Seq. ID 


LIB317 6-084-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g336392 


BLAST score 


276 


E value 


7.0e-25 


Match length 


54 


% identity 


100 


NCBI Description 


(J05215) ribosomal protein S17 [Arabidopsis thaliana] 


Seq. No. 


157756 


Seq. ID 


LIB317 6-084 -P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4406816 


BLAST score 


722 


E value 


9.0e-77 


Match length 


141 


% identity 


98 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana 


Seq. No. 


157757 


Seq. ID 


LIB317 6-084-P1-K1-D4 



20653 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915866 

551 

l.Oe-56 

155 

70 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE— TRNA LIGASE) 
>gi_2995455_enib_CAA62901_ (X91787) tRNA-glutamine 
synthetase [Lupinus luteus] 



(GLNRS) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157758 

LIB317 6-084-P1-K1-D5 

BLASTX 

g4587542 

194 

2.0e-15 

39 

97 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb^T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

157759 

LIB3176-084-P1-K1-D6 

BLASTN 

g3492855 

258 

l.Oe-143 

431 

98 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

157760 

LIB3176-084-P1-K1-D8 

BLASTX 

gll69201 

545 

6.0e-56 
136 
8 3 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157761 

LIB3176-084-P1-K1-D9 

BLASTX 

g3176668 

290 

l.Oe-26 

77 

79 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare . ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



20654 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157762 

LIB3176-084-P1-K1-E10 

BLASTX 

g3335516 

104 

3.0e-04 

151 

83 

(AF05394 1 ) nonphototropic hypocotyl 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST sco^e 

E value 

Match length 

% identity 

NCBI Description 



157763 

LIB3176-084-P1-K1-E12 

BLASTN 

g3548797 

98 

6.0e-48 

256 

95 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157764 

LIB3176-084-P1-K1-E2 

BLASTX 

gl531758 

231 

4.0e-19 

76 

63 

(X98772) AUXl [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

157765 

LIB3176-084-P1-K1-E3 

BLASTN 

g3386593 

68 

9.0e-30 

144 

87 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



157766 

LIB3176-084-P1-K1-E4 

BLASTX 

g4490704 

392 

9.0e-39 

107 

80 

(AL035680) putative protein [Arabidopsis thaliana] 
157767 

LIB3176-084-P1-K1-E5 
BLASTN 



20655 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4468801 
439 

O.Oe+00 

455 

99 

Arabidopsis thallana DNA chromosome 4, BAG clone 
(ESSA project) 



F6G17 



157768 

LIB3176-084-P1-K1-E7 

BLASTX 

g2511590 

245 

2.0e-21 

55 

85 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi_3421111 
(AF04 3534) 20S proteasome beta subunit PBDl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157769 

LIB3176-084-P1-K1-E8 

BLASTN 

gl483149 

34 

l.Oe-09 

89 

86 

Arabidopsis thaliana mRNA for monodehydroascorbate 
reductase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157770 

LIB3176-084-P1-K1-E9 

BLASTX 

gl26766 

438 

l.Oe-43 
94 
86 

MALATE SYNTHASE, 
synthase (EC 4.1 



GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

3.2), glyoxysomal - rape >gi_167150 



(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157771 

LIB3176-084-P1-K1-F1 . 

BLASTX 

gl00490 

668 

2.0e-70 

136 

28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb__CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 



157772 



20656 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-084-P1-K1-F10 

BLASTX 

gll3024 

732 

7.0e-78 

145 

97 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157773 

LIB3176-084-P1-K1-F12 

BLASTX 

g3335516 

543 

6,0e-56 

106 

98 

{AF053941) nonphototropic hypocotyl 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157774 

LIB3176-084-P1-K1-F3 

BLASTX 

g3402711 

311 

5.0e-29 

75 

49 

(AC0042 61) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157775 

LIB3176-084-P1-K1-F4 

BLASTX 

g224293 

433 

9.0e-43 

86 

100 

histone H4 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157776 

LIB3176-084-P1-K1-F6 

BLASTX 

gl363489 

148 

3.0e-17 

49 

90 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



157777 

LIB3176-084-P1-K1-F7 
BLASTX 



20657 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

3.2), glyoxysomal - rape >gi_167150 



gl26766 
341 

2.0e-32 
91 
73 

MALATE SYNTHASE, 
synthase (EC 4.1, 

(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 
157778 

LIB317 6-084-P1-K1-F8 

BLASTN 

g2342717 

78 

l.Oe-35 

322 

64 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157779 

LIB317 6-084-P1-K1-F9 

BLASTN- 

g2760316 

35 

4.0e-ll 

57 

89 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

157780 

LIB3176-084-P1-K1-G1 

BLASTN 

g3702730 

143 

l.Oe-74 

269 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAB16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157781 

LIB317 6-084-P1-K1-G10 

BLASTX 

gl66867 

275 

l.Oe-24 

85 

66 

(J05216) ribosomal protein Sll 
67) [Arabidopsis thaliana] 

157782 

LIB3176-084-P1-K1-G11 

BLASTX 

g3286693 



(probable start codon at bp 



20658 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



524 

l.Oe-53 

112 

94 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

157783 

LIB3176-084-P1-K1-G12 

BLASTX 

gl350930 

458 

4.0e-46 

91 

98 

40S RIBOSOMAL PROTEIN 813 
157784 

LIB3176-084-P1-K1-G2 

BLASTX 

gll70503 

226 

l.Oe-18 

48 

92 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

157785 

LIB3176-084-P1-K1-G3 

BLASTX 

g4559372 

701 

3.0e-74 

141 

95 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4646235_gb_AAD26898. 1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



157786 

LIB3176-084-P1-K1-G4 

BLASTN 

g4371278 

211 

l.Oe-115 

263 

95 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157787 

LIB3176-084-P1-K1-G6 
BLASTN 



20659 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4581084 
178 

8,0e-96 

190 

98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

157788 

LIB317 6-084-P1-K1-G7 

BLASTX 

g2244750 

483 

7.0e-49 

94 

100 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 


157789 


Seq. ID 


LIB317 6-084-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4337027 


BLAST score 


196 


E value 


l.Oe-15 


Match length 


45 


% identity 


84 


NCBI Description 


(AF123254) MFP2 [Arabidopsis thaliana] 


Seq. No. 


157790 


Seq. ID 


LIB317 6-084-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2529665 


BLAST score 


619 


E value 


l.Oe-64 


Match length 


147 


% identity 


85 


NCBI Description 


{AC002535) putative ribosomal protein L7A 




thaliana] 


Seq. No. 


157791 


Seq. ID 


LIB3176-084-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g405617 


BLAST score 


222 


E value 


l.Oe-18 


Match length 


55 


% identity 


78 


NCBI Description 


(X61610) LHCII Type III chlorophyll a/b bi 




[Brassica napus] 


Seq. No. 


157792 


Seq. ID 


LIB317 6-084-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g99752 


BLAST score 


355 



20660 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-34 

95 

81 

protochlorophyllide reductase (EC- 1.3.1.33) precursor 
Arabidopsis thaliana 

157793 

LIB3176-084-P1-K1-H12 

BLASTN 

g4206764 

292 

l.Oe-163 

333 

96 

Arabidopsis thaliana putative type 1 membrane protein 
mRNA, complete cds 

157794 

LIB317 6-084-P1-K1-H3 

BLASTX 

g2088654 

518 

9.0e-53 

118 

83 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 



(PMP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157795 

LIB3176-084-P1-K1-H4 

BLASTX 

gl483150 

374 

5.0e-41 

85 

86 

(D84 417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157796 

LIB3176-084-P1-K1-H5 

BLASTN 

g3985931 

225 

l.Oe-123 

233 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21H1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157797 

LIB3176-084-P1-K1-H6 

BLASTX 

gl483150 

374 

2.0e-36 
80 



20661 



% identity 

NCBI Description 



95 

(D84 417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157798 

LIB3176-084-P1-K1-H7 

BLASTX 

gl32110 

49 

6.0e-55 

117 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi__16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

157799 

LIB317 6-084-P1-K1-H8 

BLASTX 

g3929649 

585 

l.Oe-60 

119 

100 

(AJ131205) mitochondrial NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 

157800 

LIB3176-084-P1-K1-H9 

BLASTX 

gl076303 

457 

l.Oe-45 

90 

52 

RNA-binding protein cp29 precursor - Arabidopsis thaliana 
>gi_681902_dbj_BAA06518_ (D31710) cp29 [Arabidopsis 
thaliana] 

157801 

LIB3176-085-P1-K1-A1 

BLASTX 

g2129538 

367 

4.0e-35 

71 

100 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

157802 

LIB3176-085-P1-K1-A11 

BLASTX 

g4539408 



20662 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^Ore 

E value 

Match length 

% identity 

NCBI Description 



383 

6.0e-37 

131 

65 

{AL04 9524) putative alpha NAC [Arabidopsis thaliana] 
157803 

LIB3176-085-P1-K1-A12 

BLASTX 

g399013 

564 

4.0e-58 

111 

100 

*ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

157804 

LIB3176-085-P1-K1-A2 

BLASTN 

g3869068 

75 

l.Oe-34 

87 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157805 

LIB317 6-085-P1-K1-A3 

BLASTX 

g2062164 

615 

3.0e-64 
117 
63 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



157806 

LIB3176-085-P1-K1-A4 

BLASTX 

g4417278 

102 

3.0e-ll 

93 

37 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
157807 

LIB3176-085-P1-K1-A5 
BLASTN 



20663 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll49572 
368 

O.Oe+00 

388 

99 

A.thaliana rpl21 mRNA for chloroplast ribosomal large 
subunit protein L21 

157808 

LIB317 6-085-P1-K1-A6 

BLASTN 

g4539402 

46 

9.0e-17 

72 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7L13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157809 

LIB3176-085-P1-K1-A8 

BLASTN 

g3869068 

398 

O.Oe+00 

438 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC16, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


157810 


Seq. ID 


LIB3176-085-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2809238 


BLAST score 


258 


E value 


3.0e-22 


Match length 


72 


% identity 


62 


NCBI Description 


(AC002560) F21B7.7 [Arabidopsis thaliana] 


Seq. No. 


157811 


Seq. ID 


LIB3176-085-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll3026 


BLAST score 


636 


E value 


l.Oe-66 


Match length 


138 


% identity 


88 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) 



>gi_68211_pir ^WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napuS/ seedlings, Peptide, 576 aa] >gi_167144 {L08482) 

isocitrate lyase [Brassica napus] >gi_4 4714 2_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 



157812 



20664 



Seq. ID 


LIBol / D-Uoo-rl-KI-l 


Method 


BLASTN 


NCBI GI 


g572605 


BLAST score 


TOO 


E value 


3 . Oe-66 


Match length 


433 


% xdentity 




NCBI Description 


B.napus ACCgS gene 


Seq. No. 


lo /o 13 


Seq. ID 


LIB317 6-0o5-Pl-Kl-i 


Method 


BLASTX 


NCBI GI 


g3413709 


BLAST score 


c ^ o 


E value 


9 . Oe-70 


Match length 


127 


% identity 


100 


NCBI Description 


(AC004747)' nypothe 


Seq. No. 


157814 


Seq. ID 


LIB317 6-085-P1-K1- 


Method 


dLiAo i A 


NCBI GI 


g548847 


BLAST score 


419 


E value 


4.0e-41 


Match length 


82 


% identity 


100 


NCBI Description 


CHLOROPLAST BOS RI 



>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_225248_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabaciom] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157815 

LIB3176-085-P1-K1-B3 

BLASTX 

g3980396 

57 

3.0e-27 

129 

60 

(AC004 561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157816 

LIB3176-085-P1-K1-B4 

BLASTX 

g4038043 

428 

3.0e-42 

88 

88 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



157817 

LIB3176-085-P1-K1-B5 
BLASTN 



20665 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl2219 
115 

8.0e-58 
360 

91 . ■ 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 

157818 

LIB317 6-085-P1-K1-B6 

BLASTX 

gl710424 

67 6 

3.0e-71 

136 

99 

50S RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR {CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 9573__emb_CAA89887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

157819 

LIB3176-085-P1-K1-B7 

BLASTX 

g3962377 

455 

2.0e-45 

119 

84 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 
157820 

LIB3176-085-P1-K1-B8 

BLASTX 

g399013 

574 

2.0e-59 

115 

99 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

157821 

LIB317 6-085-P1-K1-B9 

BLASTX 

gll75013 

548 

2.0e-56 

122 

89 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44 084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA534 77_ (X75883) plasma membrane intrinsic 



20666 



protein 2a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157822 

LIB3176-085-P1-K1-C10 

BLASTX 

g3176668 

762 

2.0e-81 

146 

99 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare, ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157823 

LIB3176-085-P1-K1-C11 

BLASTX 

gl076289 

340 

7.0e-32 

65 

100 

amino acid permease AAP5 
>gi_60 8 6 7 3_emb_CAA5 4 6 3 2_ 
[Arabidopsis thaliana] 



- Arabidopsis thaliana 
(X77501) amino acid permease 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157824 

LIB3176-085-P1-K1-C12 

BLASTN 

g2947056 

256 

l.Oe-142 

435 

91 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157825 

LIB3176-085-P1-K1-C2 

BLASTX 

gl363489 

809 

7.0e-87 

150 

100 

thioglucosidase (EC 
thaliana >gi 984052 



3.2.3.1) 3D precursor ■ 
emb CAA61592 (X89413) 



■ Arabidopsis 
thioglucoside 



glucohydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157826 

LIB3176-085-P1-K1-C3 

BLASTX 

g3687251 

79 

l.Oe-71 

143 

92 



20667 



NCBI Description 



(AC005169) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157827 

LIB317 6-085-P1-K1-C4 

BLASTX 

gl524280 

201 

l.Oe-15 

77 

53 

(Z79702) rocE [Mycobacterium tuberculosis] 
157828 

LIB317 6-085-P1-K1-C5 

BLASTX 

g3913518 

401 

5.0e-39 

87 

97 

3' (2' ) I 5'-BISPH0SPHATE NUCLEOTIDASE 

(3' (2* ) .5-BISPHOSPHONUCLEOSIDE 3' (2 ' ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi_1103921 (U40433) 3 M2 ' ) , 5 ' -bisphosphate 
nucleotidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



157829 

LIB3176-085-P1-K1-C6 

BLASTX 

g4469020 

711 

2.0e-75 

152 

91 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157830 

LIB3176-085-P1-K1-C7 

BLASTX 

gll72873 

736 

2.0e-78 

140 

99 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

157831 

LIB317 6-085-P1-K1-C9 

BLASTX 

g832876 

567 

2.0e-58 

151 

70 



20668 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

157832 

LIB3176-085-P1-K1-D1 

BLASTX 

g3193323 

606 

4.0e-63 

123 

98 

(AF069299) similar to ribosomal protein S13 (Pfam; SlS.hinm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 

157833 

LIB3176-085-P1-K1-D3 . 

BLASTX 

g2393724 

144 

7.0e-09 
70 
41 

(U80819) glutathione- 



s-transferase homolog [Mus musculus] 



157834 

LIB317 6-085-P1-K1-D5 

BLASTX 

gl70354 

549 

2.0e-56 

111 

22 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
157835 

LIB317 6-085-P1-K1-D6 

BLASTX 

g3860167 

476 

8.0e-48 

132 

77 

(AF098964) disease resistance protein RPPl-WsC [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157836 

LIB317 6-085-P1-K1-D7 

BLASTX 

g2506496 

544 

6.0e-56 

105 

100 

GLUTATHIONE S-TRANSFERASE ERDll 



(CLASS PHI) 



20669 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1890156_einb_CAA72413_ (Y11727) gluthatione 
S-transferase [Arabidopsis thaliana] 

157837 

LIB317 6-085-P1-K1-D8 

BLASTX 

gll9194 

763 

2.0e-81 

152 

99 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA36498_ {X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 

157838 

LIB317 6-085-P1-K1-E1 

BLASTX 

g4262180 

109 

3.0e-67 

132 

97 

(AC005508) 29621 [Arabidopsis thaliana] 
157839 

LIB317 6-085-P1-K1-E10 

BLASTX 

gl279640 

280 

7.0e-25 

71 

70 

(X92204) NAM [Petunia x hybrida] 
157840 

LIB317 6-085-P1-K1-E11 

BLASTX 

g3023802 

141 

l.Oe-08 

130 

28 

ALPHA- (1, 3) -FUCOSYLTRANSFERASE (GALACTOSIDE 
3-L-FUCOSYLTRANSFERASE) (FUCOSYLTRANSFERASE 6) (FUCT-VI) 
>gi_2655932_einb_CAA7 4362_ (Y14035) 
alpha-3-L-fucosyltransferase [Pan troglodytes] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157841 

LIB3176-085-P1-K1-E12 

BLASTX 

g3319350 

398 

4.0e-39 



20670 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
90 

(AF077407) No definition line found [Arabidopsis thaliana]* 
157842 

LIB3176-085-P1-K1-E2 

BLASTX 

g267069 

640 

4.0e-67 

124 

97 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
{M84697) alpha-4 tubulin [Arabidopsis thaliana] 

157843 

LIB3176-085-P1-K1-E3 

BLASTX 

g280386 

628 

l.Oe-65 

123 

99 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi__166930 (J05507) ubiquitin extension protein (UBQl) 
[Arabidopsis thaliana] >gi_166932 (J05508-) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4678227_gb_AAD26972.1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 

157844 

LIB3176-085-P1-K1-E4 

BLASTX 

g99742 

600 

2.0e-62 

134 

89 

2-dehydro-3-deoxyphosphoheptonate aldolase (EC 4.1.2.15) 1 
- Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



157845 

LIB3176-085-P1-K1-E5 

BLASTX 

g99742 

593 

l.Oe-61 

133 

88 

2-dehydro-3-deoxyphosphoheptonate aldolase (EC 4.1.2.15) 1 
- Arabidopsis thaliana 

157846 

LIB3176-085-P1-K1-E6 
BLASTX 



20671 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4262180 
103 

4.0e-78 

147 

99 

(AC005508) 29621 [Arabidopsis thaliana] 
157847 

LIB317 6-085-P1-K1-E8 

BLASTX 

g4165861 

255 

6.0e-22 

114 

23 

(AF006603) histone deacetylase mHDA2 [Mus musculus] 
157848 

LIB317 6-085-P1-K1-F1 

BLASTX 

gl707364 

416 

8.0e-41 

140 

66 

(X94626) AATP2 [Arabidopsis thaliana] 
157849 

LIB317 6-085-P1-K1-F10 

BLASTX 

g2398531 

544 

8.0e-56 

119 

90 

(Y13726) Transcription factor [Arabidopsis thaliana] 
157850 

LIB3176-085-P1-K1-F12 

BLASTN 

g3337347 

254 

l.Oe-141 

342 

99 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157851 

LIB3176-085-P1-K1-F2 

BLASTX 

g4567207 

775 

8.0e-83 

148 

99 

(AC007168) unknown protein [Arabidopsis thaliana] 



20672 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



157852 

LIB3176-085-P1-K1-F3 

BLASTX 

g4678349 

526 

l.Oe-53 

137 

24 

{AL049659) putative protein [Arabidopsis thaliana] 
157853 

LIB3176-085-P1-K1-F4 

BLASTN 

gl707006 

352 

O.Oe+00 

396 

99 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157854 

-LI'B3176-085-Pl-Kl-F5 
BLASTX 
gl35860 
582 

3.0e-60 

109 

65 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_997 61_pir S22202 tonoplast intrinsic 

protein, gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 

(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 
>gi_445129__prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

157855 

LIB317 6-085-P1-K1-F6 

BLASTX 

g2398531 

531 

3.0e-54 

119 

89 

(Y13726) Transcription factor [Arabidopsis thaliana] 
157856 

LIB3176-085-P1-K1-F7 

BLASTX 

g3337091 

4 68 

6.0e-47 

123 

70 



20673 



NCBI Description 



(AB016204) polygalacturonase inhibitor (PGIP) [Citrus 
unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157857 

LIB3176-085-P1-K1-F9 

BLASTX 

g3121825 

368 

3.0e-35 

115 

64 

2-CYS PEROXIREDOXIN BASl PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

157858 

LIB3176-085-P1-K1-G1 

BLASTX 

g416681 

209 

l.Oe-16 

138 

38 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

157859 

LIB317 6-085-P1-K1-G10 

BLASTX 

g2062161 

538 

3.0e-55 

137 

42 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157860 

LIB3176-085-P1-K1-G11 

BLASTX 

g4467139 

77 

2.0e-12 

56 

57 

(AL035540) putative protein phosphatase-2c [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157861 

LIB3176-085-P1-K1-G12 

BLASTX 

g3386621 

370 

2.0e-35 



20674 



Match length 

% identity 

NCBI Description 

Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
88 

(AC004 665) unknown protein [Arabidopsis thaliana] 
157862 

LIB3176-085-P1-K1-G2 

BLASTX 

g2495365 

743 

4.0e-79 

147 

100 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 

157863 

LIB317 6-085-P1-K1-G3 

BLASTX 

g3298443 

321 

l.Oe-29 
81 
73 

(AB010880) 
tabacum] 



chloroplast ribosomal protein L17 [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157864 

LIB3176-085-P1-K1-G4 

BLASTX 

gll9350 

688 

l.Oe-72 

138 

97 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
-^Arabidopsis thaliana] 

">gi_4581151_gb__AAD24 635. 1__AC006919_13 {AC006919) enolase 
{2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157865 

LIB3176-085-P1-K1-G5 

BLASTX 

g4097690 

585 

l.Oe-60 
115 
98 

(U66592) 
(U89791) 



prohibitin 2 [Arabidopsis thaliana] >gi_4099801 
prohibitin-like protein [Arabidopsis thaliana] 



>gi_4204301 (AC003027) prohibitin 2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



157866 

LIB3176-085-P1-K1-G6 



20675 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g267070 

620 

l.Oe-64 

116 

99 

TUBULIN ALPHA-6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84 699) 
TUA6 [Arabidopsis thaliana] >gi_2244 853_emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157867 

LIB3176-085-P1-K1-G7 

BLASTX 

g2281089 

390 

9.0e-38 

87 

86 

(AC002333) Sm protein 



F isolog [Arabidopsis thaliana] 



157868 

LIB3176-085-P1-K1-G8 

BLASTX 

g4504909 

364 

l.Oe-34 

135 

51 

karyopherin (importin) beta 3 >gi_2102696 (U72761) 
karyopherin beta 3 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157869 

LIB317 6-085-P1-K1-G9 

BLASTX 

g3Q47082 

729 

l.Oe-77 

140 

97 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157870 

LIB3176-085-P1-K1-H1 

BLASTX 

g4336752 

650 

3.0e-68 

134 

93 

(AF104451) catalase [Brassica juncea] 



Seq. No. 
Seq. ID 
Method 



157871 

LIB3176-085-P1-K1-H11 
BLASTX 



20676 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl35406 
568 

l,0e-58 

112 

96 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_99768_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157872 

LIB317 6-085-P1-K1-H12 

BLASTN 

g3449326 

413 

O.Oe+00 

437 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157873 

LIB3176-085-P1-K1-H4 

BLASTN 

g4587641 

253 

l.Oe-140 

439 

98 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157874 

LIB3176-085-P1-K1-H5 

BLASTX 

g2369714 

650 

3.0e-68 

143 

90 

(Z97178) elongation factor 2 [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157875 

LIB3176-085-P1-K1-H6 

BLASTN 

g3228389 

266 

l.Oe-148 

354 

94 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



157876 

LIB3176-085-P1-K1-H7 

BLASTX 

gl32110 



20677 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



334 

2.0e-31 

76 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_einb_CAA32702__ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157877 

LIB317 6-085-P1-K1-H9 

BLASTN 

g4455290 

92 

2.0e-44 

227 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F18A5 



157878 

LIB317 6-086-P1-K1-A10 

BLASTX 

g4006883 

645 

l.Oe-67 

142 

88 

(Z99707) cysteine proteinase [Arabidopsis thaliana] 
157879 

LIB317 6-086-P1-K1-A11 

BLASTX 

gl703220 

238 

5.0e-20 

87 

51 

AIG2 PROTEIN >gi_1127806 (U40857) AIG2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157880 

LIB317 6-08 6-P1-K1-A12 

BLASTX 

gl346106 

506 

2.0e-51 

93 

100 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT >gi_557 694 
(U12232) GTP binding protein beta subunit [Arabidopsis 
thaliana] >gi_3096915_emb_CAA18825 . 1_ {AL023094 ) " GTP 
binding protein beta subunit [Arabidopsis thaliana] 



Seq. No. 



157881 



20678 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3176-086-P1-K1-A2 

BLASTX 

g3482976 

712 

l.Oe-75 

138 

99 

(AL031369) cytochrome P450-like protein [Arabidopsis 
thaliana] 

157882 

LIB3176-086-P1-K1-A3 

BLASTX 

gl469888 

189 

3.0e-14 

103 

42 

(D63487) The KIAA0153 gene product is related to a putative 
C.elegans gene encoded in cosmid F42A8. [Homo sapiens] 

157883 

LIB3176-086-P1-K1-A4 

BLASTN 

g3882354 

171 

3.0e-91 

303 

96 

Arabidopsis thaliana 12-oxophytodienoate reductase OPRl and 
12-oxophytodienoate reductase 0PR2 genes, complete cds 

157884 

LIB317 6-08 6-P1-K1-A5 

BLASTX 

g4455253 

93 

7.0e-69 

135 

96 

{AL035523) superoxide dismutase (EC 1.15.1.1) 
(Fe) (fragment) [Arabidopsis thaliana] 

157885 

LIB3176-086-P1-K1-A6 

BLASTX 

g3915865 

432 

7.0e-43 

87 

94 

4 OS RIBOSOMAL PROTEIN S4 
157886 

LIB3176-086-P1-K1-A7 

BLASTX 

gll70373 



20679 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



513 

3.0e-52 

98 

100 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

157887 

LIB3176-086-P1-K1-A8 

BLASTX 

g99696 

365 

5.0e-35 

95 

78 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

157888 

LIB3176-08 6-P1-K1-A9 

BLASTX 

g2842487 

285 

2.0e-25 

57 

96 

(AL021749) SOFl protein-like protein [Arabidopsis thaliana] 
157889 

LIB3176-086-P1-K1-B1 

BLASTX 

g3024697 

606 ' 

4.0e-63 

121 

97 

T-COMPLEX PROTEIN 1, EPSILON SUBUNIT (TCP-l-EPSILON) 
(CCT-EPSILON) >gi_2213618 (AC000103) F21J9.12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157890 

LIB3176-086-P1-K1-B10 

BLASTN 

g4309683 

261 

l.Oe-145 

305 

97 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 



20680 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157891 

LIB317 6-086-P1-K1-B11 

BLASTX 

g3193316 

77 

l.Oe-39 

126 

63 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



157892 

LIB3176-086-P1-K1-B12 

BLASTX 

g4587542 

580 

4 .Oe-60 

126 

90 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

157893 

LIB3176-086-P1-K1-B2 

BLASTX 

g2781394 

691 

4.0e-73 

139 

99 

(U70424) 0-methyltransferase 1 [Arabidopsis thaliana] 
157894 

LIB3176-086-P1-K1-B3 

BLASTX 

g2459435 

616 

3.0e-64 

141 

81 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



157895 

LIB3176-086-P1-K1-B4 

BLASTX 

gll3024 

577 

9. Oe-60 

139 

79 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

157896 

LIB3176-086-P1-K1-B5 



20681 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



prolyl-tRNA synthetase (proS) [Borrelia 



BLASTX 
g2688299 
214 

3.0e-17 
66 
53 

(AE001145) 
burgdorferi] 

157897 

LIB3176-086-P1-K1-B6 

BLASTX 

gll5767 

622 

5.0e-71 

135 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

157898 

LIB317 6-086-P1-K1-B7 

BLASTX 

g3776575 

544 

6.0e-56 

124 

86 

(AC005388) Similar to Schizosaccharomyces CCAAT-binding 
factor F7G19.16 gi_1922964 from Arabidopsis thaliana BAC 
gb_AC000106. EST gb__H36963 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157899 

LIB317 6-08 6-P1-K1-B8 

BLASTX 

g4337027 

437 

2.0e-43 

88 

98 

(AF123254) MFP2 [Arabidopsis thaliana] 
157900 

LIB317 6-08 6-P1-K1-B9 

BLASTX 

g2501056 

606 

4.0e-66 

137 

97 

SERYL-TRNA SYNTHETASE (SERINE— TRNA LIGASE) 



(SERRS) 



20682 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_13594 97_eiiib_CAA94388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 

157901 

LIB3176-086-P1-K1-C1 

BLASTX 

g2262167 

600 

2.0e-62 

123 

94 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157902 

LIB317 6-086-P1-K1-C10 

BLASTX 

g421826 

267 

l.Oe-23 

98 

54 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_enib_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157903 

LIB317 6-086-P1-K1-C11 

BLASTX 

gl076678 

348 

3.0e-33 

76 

92 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



157904 

LIB3176-086-P1-K1-C12 

BLASTX 

g3738291 

336 

l.Oe-31 

64 

100 

{AC005309) unknown protein [Arabidopsis thaliana] 
157905 

LIB3176-08 6-P1-K1-C2 

BLASTN 

g3426033 

307 

l.Oe-172 

423 

96 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



20683 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157906 

LIB3176-086-P1-K1-C3 

BLASTX 

g399013 

525 

l,0e-53 

105 

99 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157907 

LIB3176-086-P1-K1-C4 

BLASTX 

g2811028 

537 

5.0e-55 

125 

89 

HYPOTHETICAL 47.9 KD PROTEIN M021B04.12 >gi_2191188 
(AF007271) similar to S. cerevisiae SIKIP { PID: g984 964 ) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157908 

LIB3176-086-P1-K1-C6 

BLASTN 

gl6367 

73 

7.0e-33 

177 

93 

A. thaliana gene (LHCP AB 165) for chlorophyj.1 a/b binding 
•protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157909 

LIB3176-08 6-P1-K1-C7 

BLASTN 

g2351067 

364 

O.Oe+00 

420 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MP012, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157910 

LIB3176-086-P1-K1-C8 

BLASTN 

g4757417 

260 

l.Oe-144 



20684 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% - identity 

NCBI Description 



437 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

157911 

LIB3176-086-P1-K1-D10 

BLASTX 

g3318617 

274 

2.0e-40 

101 

90 

(AB016066) mitochondrial phosphate transporter [Arabidopsis 
thaliana] 

157912 

LIB317 6-086-P1-K1-D11 

BLASTN 

g3738275 

406 

O.Oe+00 

418 

99 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


157913 


Seq, ID 


LIB317 6-086-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


479 


E value 


2.0e-48 


Match length 


98 


% identity 


97 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


157914 


Seq. ID 


LIB317 6-086-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl402908 


BLAST score 


656 


E value 


5.0e-69 


Match length 


133 


% identity 


95 


NCBI Description 


{X98315) peroxidase [Arab 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4 455802_emb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 

157915 

LIB317 6-08 6-P1-K1-D4 

BLASTX 

g481815 

179 

4 .Oe-13 
84 



20685 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Matjch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



42 

vegetative storage protein - western balsam poplar x 
Cottonwood >gi_309839 (L20233) vegetative storage protein 
[Populus trichocarpa x -Populus deltoides] 

157916 

LIB3176-086-P1-K1-D7 

BLASTX 

g2281088 

678 

l.Oe-71 

131 

98 

{AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 

157917 

LIB317 6-086-P1-K1-D8 

BLASTX 

g4586021 

706 

7,0e-75 

141 

97 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

157918 

LIB3176-086-P1-K1-D9 

BLASTX 

g2244750 

46 

6.0e-57 

120 

96 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

157919 

LIB3176-086-P1-K1-E1 

BLASTN 

g4490734 

109 

2.0e-54 

125 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

157920 

LIB3176-086-P1-K1-E11 

BLASTN 

g3927822 

236 

l.Oe-130 
399 



20686 



% identity 

NCBI Description 



97 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


157921 


beq. lu 




Method 


D T 7\ C T* Xt 


NCBI (ji 


j-rOOyi /I TQQ 

g^^i4 4 / oo 


Diirto 1 score 


A 

H O 


E value 


o . ue- 1 / 


Match length 


lz4 


% identity 


OO 


NCBI Description 


AraDidopsxs tfia-Liana una cnromosoiue 4, hjooA i con 




fragment No 


Seq. No. 


ID / y^z 


Seq. ID 


TToOTTC nof m 1*^1 CO 
LiBox / D-Uo D-r l-i\i-hj^ 


Method 


BLASTX 




gooiu^i 4 y 


BLAST score 


O it" c 

365 


E value 


2 , Oe-52 


Match length 


1 J D 


% laentxty 


80 


NCBI Description 


( ACUUo J 1 u ; unKnown prorem [ Araoiaopsis tnaxiana j 


Seq. No. 


157923 


Seq. ID 


LIB3176-086-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3297806 


BLAST score 


31 


E value 


l.Oe-07 


Match length 


316 


% identity 


81 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157924 

LIB3176-08 6-P1-K1-E4 

BLASTX 

gll72977 

250 

l.Oe-21 

82 

67 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157925 

LIB317 6-086-P1-K1-E6 

BLASTX 

g2341032 

483 

6. Oe-52 

116 

93 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 



20687 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157926 

LIB3176-086-P1-K1-E7 

BLASTN 

g3046855 

230 

l.Oe-126 

258 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSLl, complete sequence [Arabidopsis thaliana] 

157927 

LIB317 6-086-P1-K1-E8 

BLASTX 

gl621268 

416 

6.0e-41 

102 

75 

(Z81012) unknown [Ricinus communis] 
157928 

LIB317 6-086-P1-K1-E9 

BLASTN 

gl877523 

100 

6.0e-49 

377 
98 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 

157929 

LIB317 6-086-P1-K1-F1 

BLASTX 

g2244750 

412 

2.0e-40 

102 

77 

{Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157930 

LIB317 6-086-P1-K1-F10 

BLASTX 

g462013 

582 

2.0e-60 

132 

86 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi__542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 {L14594) heat shock protein 90 
[Catharanthus roseus] 



20688 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157931 

LIB3176-086-P1-K1-F11 

BLASTX 

gl32939 

604 

6.0e-63 

125 

91 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157932 

LIB3176-086-P1-K1-F12 

BLASTN 

g3063438 

190 

l.Oe-103 

205 

99 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
~ BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157933 

LIB3176-086-P1-K1-F2 

BLASTX 

gl769905 

475 

9.0e-48 

130 

71 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

157934 

LIB317 6-086-P1-K1-F4 

BLASTX 

gll70939 

654 

9.0e-69 

135 

91 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S4 6540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157935 

LIB317 6-086-P1-K1-F6 
BLASTN 
*g2645198 
395 

0. Oe+00 
399 



20689 



% identity 

NCBI Description 



100 

Arabidopsis thaliana chromosome I BAG T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157936 

LIB3176-086-P1-K1-F7 

BLASTX 

g399091 

360 

l.Oe-34 

76 

91 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir ^A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 
Arabidopsis thaliana >gi_166634 (M81892) vacuolar 
H+-phosphatase [Arabidopsis thaliana] 

157937 

LIB317 6-086-P1-K1-F8 

BLASTX 

g4651204 

182 

2.0e-13 

47 

62 

(AB026262) ring finger protein [Cicer arietinum] 
157938 

LIB317 6-086-P1-K1-G1 

BLASTX 

g4503515 

234 

2.0e-19 

125 

48 

UNKNOWN >gi_2351380 (U54559) translation initiation factor 
eIF3 p4 0 subunit [Homo sapiens] 

157939 

LIB317 6-086-P1-K1-G10 

BLASTX 

g3286693 

644 

l,0e-67 

130 

99 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

157940 

LIB3176-08 6-P1-K1-G12 

BLASTX 

g2245085 

698 

6.0e-74 



20690 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 



142 
99 

(Z97343) lactate dehydrogenase [Arabidopsis thaliana] 
157941 

LIB317 6-086-P1-K1-G2 

BLASTX 

g4006934 

507 

2.0e-51 

121 

78 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
157942 

LIB317 6-086-P1-K1-G3 

BLASTN 

g499159 

373 

O.Oe+00 

412 

98 

A. thaliana inRNA Athb-5 
157943 

LIB317 6-086-P1-K1-G4 

BLASTX 

g231587 

529 

4 .Oe-54 

137 

76 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_283001_pir S25304 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain precursor, mitochondrial - rice 
>gi__218147_dbj_BAA01372_ (D10491) mitochondrial Fl-ATPase 
[Oryza sativa] 

157944 

LIB317 6-086-P1-K1-G6 

BLASTX 

gl864017 

628 

l.Oe-65 

122 

98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
157945 

LIB317 6-086-P1-K1-G8 

BLASTX 

gl946690 

522 

2.0e-53 

103 

97 

(U94495) glutathione peroxidase [Arabidopsis thaliana] 



20691 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4582452_gb_AAD24836.1_AC007071_8 (AC007071) putative 
glutathione peroxidase [Arabidopsis thaliana] 

157946 

LIB3176-086-P1-K1-G9 

BLASTX 

gl20667 

339 

5.0e-32 

86 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1,2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119)' glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

157947 

LIB317 6-086-P1-K1-H10 

BLASTX 

g4115379 

307 

4.0e-28 

110 

57 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157948 

LIB3176-086-P1-K1-H2 

BLASTX 

g4406759 

148 

2.0e-09 

99 

38 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
157949 

LIB3176-086-P1-K1-H3 

BLASTN 

gl66810 

376 

O.Oe+00 

405 

98 

Arabidopsis thaliana Columbia protein kinase rtiRNA, complett 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



157950 

LIB3176-086-P1-K1-H4 

BLASTN 

g2358139 

199 

l.Oe-108 



20692 



Match length 

% identity 

NCBI Description 



437 
98 

Arabidopsis thaliana chromosome 1 YAC yUP8H12 complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157951 

LIB3176-086-P1-K1-H5 

BLASTX 

g3763916 

371 

l.Oe-35 

113 

64 

{AC004450) unknown protein [Arabidopsis thaliana] 
>gi_45314 39_gb_AAD22124 . 1_AC006224_6 {AC006224) unknown 
protein [Arabidopsis thaliana] 

157952 

LIB3176-08 6-P1-K1-H7 

BLASTX 

g2244749 

377 

l.Oe-47 

104 

96 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
157953 

LIB317 6-08 6-P1-K1-H8 

BLASTX 

g4206210 

626 

l.Oe-65 

121 

65 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4 26304 3_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 



Seq. No. 157954 

Seq. ID LIB3176-086-P1-K1-H9 

Method BLASTX 

NCBI GI g4678319 

BLAST score 504 

E value 3.0e-51 

Match length 98 

% identity 100 

NCBI Description (AL049658) putative protein [Arabidopsis thaliana] 

Seq. No. 157955 

Seq. ID LIB3176-087-P1-K1-A11 

Method BLASTN 

NCBI GI g3738088 

BLAST score 225 

E value l.Oe-123 

Match length 351 

% identity 100 



20693 



NCBI Description 



Arabidopsis thaliana chromosome II BAG T30L20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


157956 


Seq. ID 


LIBJl /D-Uo /-Pl-Kl-Al^ 


Method 


BLASTX 


NCBI GI 


g433o752 


BLAST score 


651 


E value 


2 . Oe-68 


Match length 


TOO 

122 


% identity 


1 r\c\ 
iUU 


iNUtji uescription 


\AriUft^Di/ cacaxase [. 


Seq. No. 


157957 


Seq. ID 


LIB317 6-087-P1-K1-A2 


Meunoa 


DT TV O TIM 


NCBI GI 


g2275ly4 


BLAST score 


O O >l 

224 


E value 


1 . Ue-123 


Match length 


O O 

320 


% identity 


97 


NCBI Description 


Arabidopsis thaliana < 




sequence, complete se^ 


Seq. No. 


157958 


Seq. ID 


LIB3176-087-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4336752 


BLAST score 


446 


E value 


l.Oe-44 


Match length 


83 


% identity 


100 


NCBI Description 


(AF104451) catalase [: 



Seq. No: 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157959 

LIB3176-087-P1-K1-A4 

BLASTX 

g440953 

479 

3.0e-48 

110 

83 

(S66866) cytochrome cl [Solanum tuberosum=potatoes, 
Desiree, monohaploid line AM 80/5793, Peptide 
Mitochondrial, 320 aa] [Solanum tuberosum] 

157960 

LIB3176-087-P1-K1-A5 

BLASTX 

gl31398 

522 

3.0e-53 

133 

80 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_1644 7_emb_CAA394 41_ (X55970) 



20694 



photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_217693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157961 

LIB3176-087-P1-K1-A6 

BLASTX 

g2827529 

390 

8.0e-38 

103 

83 

(AL021633) putative protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157962 

LIB317 6-087-P1-K1-A7 

BLASTX 

g4755193 

282 

2.0e-25 
59 ' 
95 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157963 

LIB317 6-087-P1-K1-A8 

BLASTX 

g4371295 

393 

2.0e-38 

78 

99 

(AC006260) putative CCAAT-binding transcription factor 
[Arabidopsis thaliana] ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157964 

LIB317 6-087-P1-K1-B10 

BLASTN 

g2924730 

403 

O.Oe+00 

415 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPI7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



157965 

LIB317 6-087-P1-K1-B11 

BLASTX 

g483057 

174 

2.0e-12 
136 



20695 



% identity 

NCBI Description 



35 



hypothetical protein (xylB 5' region) - Butyrivibrio 
fibrisolvens (fragment) >gi__144165 (M55537) ORFl 
[Butyrivibrio fibrisolvens] 



oecj. EMO . 


1 D / y D O 


oecj. lu 










gx D oy o 


Dj_Lrtoi score 


^ jX 


E value 


0 . ue jx 


ixiaLcn xengcn 




ft 1 o 4- "t 4" \ z 

? jLaent.n,y 


DO 


iNk^Dj. uescnption 


^Ayoouo; pexuxxaase r\icoa L/\xac>xciupoX5 tnaxxanaj 


o6Cj • INO . 


X J / _7 D / 


Seq. ID 


LIB3176-087-P1-K1-B2 


Method 


BLASTX 




g^x^&yoo^ 


oiiAbi score 




E value 


/ . ue— bo 


L^aucn xengun 


X ^ X 


% identity 


y / 


NCBI Description 


class III ADH/ glutathione— dependent formaldehyde 




aenyarogenase . /ixaoxciopsxs unaxxana 




^gX XXIjOOO eilLU L*rlrt.O f y 1 O VA0^D4/J CXabo XXX rtUn , 




glutathione-dependent formaldehyde dehydrogenase - 




[Arabidopsis thaliana] 


beg. iNo . 


ID f y DO 


beg. ID 


LiXdoX /d — Uo /— irX — t\X — dj 


Metnod 


hSLAb i A 


IN L. 0 1 o J. 


g^O UU-3 / D 


BLAbi score 


c; 1 T 


E value 


o . ue-o^ 


L^iaL-cn xengun 


1 1 Q 
X X y 




74 


NCBI Description 


60S RIBOSOMAL PROTEIN L34 >gi 4262177 gb AAD144 94 




(AC005508) 23552 [Arabidopsis thaliana] 


Seq. No. 


157969 


Seq. ID 


LIB3176-087-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3688799 


BLAST score 


627 


E value 


l.Oe-65 


Match length 


126 


% identity 


99 



NCBI Description (AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 157970 

Seq. ID LIB3176-087-P1-K1-B5 

Method BLASTX 

NCBI GI g3757519 

BLAST score 653 

E value l.Oe-68 



20696 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
94 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
157971 

LIB3176-087-P1-K1-B6 

BLASTX 

g2062161 

587 

6.0e-61 

115 

48 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 


157972 


Seq. ID 


LIB317 6-087-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2529682 


BLAST score 


535 


E value 


5.0e-55 


Match length 


10 J 


% identity 


68 


NCBI Description 


(AC002535) unknown protein [Arabidopsis thaliana] 


Seq. No. 


157973 


Seq. ID 


LIB317 6-087-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3212102 


BLAST score 


98 


E value 


7.0e-48 


Match length 


284 


% identity 


92 


NCBI Description 


Arabidopsis Thaliana BAC F6A4, Chromosonie IV, near 




complete sequence . [Arabidopsis thaliana] 


Seq. No. 


157974 


Seq. ID 


LIB317 6-087-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl32659 


BLAST score 


405 


E value 


l.Oe-39 


Match length 


91 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



81 

50S RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR (CL13) 

>gi_81483_pir ^A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 

157975 

LIB317 6-087-P1-K1-C1 

BLASTX 

g3738287 

610 

l.Oe-63 

119 

100 



20697 



NCBI Description 



(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157976 

LIB3176-087-P1-K1-C10 

BLASTX 

gl732570 

695 

l.Oe-73 

139 

95 

{[J72153) beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157977 

LIB3176-087-P1-K1-C11 

BLASTX 

g4337175 

502 

5.0e-51 

119 

84 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157978 

LIB3176-087-P1-K1-C12 

BLASTX 

g3212849 

424 

7.0e-42 

107 

81 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157979 

LIB3176-087-P1-K1-C2 

BLASTX 

g4678226 

588 

5.0e-61 
120 
97 

(AC007135) 
thaliana] 



putative 40S ribosomal protein S14 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157980 

LIB3176-087-P1-K1-C3 

BLASTX 

g4204265 

340 

5.0e-32 

117 

57 

{AC005223) 45643 [Arabidopsis thaliana] 



20698 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157981 

LIB317 6-087-P1-K1-C4 

BLASTN 

g4159703 

149 

4 .Oe-78 

361 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 

157982 

LIB3176-087-P1-K1-C5 

BLASTX 

g4091080 

390 

8.0e-38 

117 

60 

(AF045571) nucleic acid binding protein [Oryza sativa] 
157983 

•LIB317 6-087-P1-K1-C6 
BLASTX 
g3046703 
363 

l.Oe-34 

70 

100 

(AL02174 9) protein kinase ADKl-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157984 

LIB317 6-087-P1-K1-C7 

BLASTN 

g3885325 

357 

O.Oe+00 

410 

96 

Arabidopsis thaliana chromosome II BAG T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

157985 

LIB3176-087-P1-K1-C8 

BLASTX 

g548653 

502 

6.0e-51 

124 

84 

50S RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_4 68771_emb_CAA48181_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 



157986 



20699 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3176-087-P1-K1-C9 

BLASTX 

gl546688 

270 

5.0e-24 

78 

73 

(X98802) peroxidase ATPlla [Arabidopsis thaliana] 
>gi_2388572 (AC000098) Strong similarity to Arabidopsis 
peroxidase ATPllA (gb_X98802) . [Arabidopsis thaliana] 
>gi_2388573 (AC000098) Strong similarity to Arabidopsis 
peroxidase ATPllA (gb_X98802) . [Arabidopsis thaliana] 

157987 

LIB3176-087-P1-K1-D1 

BLASTX 

g2369714 

657 

4.0e-69 

130 

95 

(Z97178) elongation factor 2 [Beta vulgaris] 
157988 

LIB3176-087-P1-K1-D10 

BLASTX 

g4056456 

308 

3.0e-28 

61 

100 

(AC005990) Strong similarity to gb__U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T4 3674, gb_H77006 
and gb_AA39517 9 come from this gene. [Arabidopsis thaliana] 

157989 

LIB3176-087-P1-K1-D11 

BLASTX 

g541858 

664 

6.0e-70 

126 

100 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

157990 

LIB3176-087-P1-K1-D2 

BLASTN 

g4757408 

166 

3.0e-88 

170 

99 



20700 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBl" GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQ024, complete sequence 

157991 

LIB317 6-087-P1-K1-D3 

BLASTX 

g2739046 

158 

l.Oe-10 

60 

43 

{AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

157992 

LIB317 6-087-P1-K1-D4 

BLASTX 

g2062164 

256 

6.0e-35 

102 

81 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

157993 

LIB317 6-087-P1-K1-D5 

BLASTN 

g4581084 

271 

l.Oe-151 

428 

100 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

157994 

LIB317 6-087-P1-K1-D7 

BLASTX 

g544285 

485 

4.0e-49 

113 

81 

FIBRILLARIN >gi_422056_pir S33690 fibrillarin - fission 

yeast (Schizosaccharomyces pombe) >gi_296704_emb_CAA49550_ 
(X69930) fibrillarin [Schizosaccharomyces pombe] 
>gi_3687500_emb_CAA21168_ {AL031788) fibrillarin 
[Schizosaccharomyces pombe] 

157995 

LIB3176-087-P1-K1-D8 

BLASTX 

g2499811 

371 

l.Oe-35 
98 



20701 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



74 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (043326) profilin 2 [Arabidopsis 
thaliana] 

157996 

LIB3176-087-P1-K1-D9 

BLASTX 

g3881780 

163 

2.0e-ll 

105 

36 

(Z48638) 
elegans] 



similar to lipid transfer protein [Caenorhabditis 



157997 

LIB3176-087-P1-K1-E1 

BLASTX 

g3776561 

492 

8.0e-50 

121 

86 

(AC005388) Identical to DNA for acyl carrier protein (ACP) 
gene A2 gb_X57699 from A. thaliana. ESTs gb_W43252, 
gb_T42821, gb_N65229, gb_N97267, gb_F15491 and gb_AA040955 
come from this gene. [Arabidopsis thaliana] 

157998 

LIB3176-087-P1-K1-E10 

BLASTX 

g4538930 

691 

4.0e-73 

136 

99 

(AL049483) putative peroxidase [Arabidopsis thaliana] 



157999 

LIB317 6-087-P1-K1-E11 

BLASTX 

g4589980 

624 

3.0e-65 

130 

91 

(AC007195) cyclophilin. 



3' partial [Arabidopsis thaliana] 



158000 

LIB3176-087-P1-K1-E12 

BLASTX 

g2129569 

220 

7.0e-18 

83 

57 



20702 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytosolic cyclophilin R0C3 - Arabidopsis thaliana 
>gi_1305455 (U40399) cytosolic cyclophilin [Arabidopsis 
thaliana] >gi_4581104_gb_AAD24594 . 1_AC005825_1 (AC005825) 
cytosolic cyclophilin (ROCS) [Arabidopsis thaliana] 

158001 

LIB3176-087-P1-K1-E2 

BLASTX 

gll69278 

222 

3.0e-18 

61 

77 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158002 

LIB3176-087-P1-K1-E3 

BLASTX 

g445612 

562 

6.0e-58 

119 

90 

ribosoitial protein S19 [Solanum tuberosum] 
158003 

LIB317 6-087-P1-K1-E6 

BLASTN 

g3985931 

357 

O.Oe+00 

412 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21H1, complete sequence [Arabidopsis thaliana] 

158004 

LIB317 6-087-P1-K1-E7 

BLASTX 

gl363489 

698 

6.0e-74 

132 

97 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

158005 

LIB317 6-087-P1-K1-E9 

BLASTX 

g3318611 

227 

l.Oe-18 

55 

80 



20703 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AB016063) mitochondrial phosphate transporter [Glycine 
max] 

158006 

LIB3176-087-P1-K1-F1 

BLASTX 

gll4086 

501 

8.0e-51 

112 

88 

RAS-RELATED PROTEIN ARA-2 >gi_320559_pir JS0639 

GTP-binding protein ara-2 - Arabidopsis thaliana 
>gi_217835_dbj_BAA00829_ {D01024) small GTP-binding protein 
[Arabidopsis thaliana] 

158007 

LIB3176-087-P1-K1-F10 

BLASTX 

gll9975 

560 

9.0e-58 

139 

83 

FERREDOXIN PRECURSOR >gi_99692_pir SO 997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_C7\A35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 



Seq. No. 


158008 


Seq, ID 


LIB3176- 


Method 


BLASTX 


NCBI GI 


g2781394 


BLAST score 


735 


E value 


3.0e-78 


Match length 


139 


% identity 


99 


NCBI Description 


(U70424) 


Seq. No. 


158009 


Seq. ID 


LIB3176-I 


Method 


BLASTX 


NCBI GI 


g4502315 


BLAST score 


183 


E value 


2.0e-13 


Match length 


119 


% identity 


33 


NCBI Description 


ATPase, ] 




42kD >gi 



-P1-K1-F12 



Seq. No. 
Seq. ID 



SUBUNIT C (V-ATPASE C SUBUNIT) >gi_542836_pir JN0907 

H+-transporting ATPase (EC 3.6.1.35) chain C, vacuolar 
human >gi_37 643_emb_CAA48903_ (X69151) vacuolar 
proton-ATPase [Homo sapiens] 

158010 

LIB3176-087-P1-K1-F2 



20704 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4467131 

232 

l.Oe-127 

372 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F20M13 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID : 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158011 

LIB3176-087-P1-K1-F4 

BLASTX 

g2827715 

115 

l.Oe-05 

140 

8 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



158012 

LIB3176-087-P1-K1-F5 

BLASTX 

g24 62825 

418 

4 .Oe-41 

141 

64 

(AF000657) contains Procite 'RNPl' 
region [Arabidopsis thaliana] 



putative RNA-binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158013 

LIB3176-087-P1-K1-F6 

BLASTX 

g3420004 

230 

5.0e-19 

92 

45 

(AF000305) steroid sulfotransf erase 



1 [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158014 

LIB3176-087-P1-K1-F7 

BLASTX 

g2062167 

587 

6.06-61 

110 

100 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158015 

LIB3176-087-P1-K1-F8 

BLASTX 

g3273757 

413 



20705 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-40 

100 

79 

(AF061852) 
thaliana] 



iron superoxide dismutase 3 [Arabidopsis 



158016 

LIB3176-087-P1-K1-F9 

BLASTN 

g4468976 

402 

O.Oe+00 

414 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F19F18 



158017 

LIB3176-087-P1-K1-G1 

BLASTN 

g4589440 

231 

l.Oe-127 

235 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSD21, complete sequence 



PI clone: 



158018 

LIB317 6-087-P1-K1-G10 

BLASTX 

g3482967 

503 

4.0e-51 

96 

100 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_455934 5_gb_AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

158019 

LIB3176-087-P1-K1-G11 

BLASTX 

g464986 

575 

2.0e-59 

107 

99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
{UBCAT4B) 



20706 



>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 





Seq. No. 


158020 




Seq. ID 


LIB317 6-087-P1-K1-G12 




Method 


BLASTX 




NCBI GI 


g531829 




BLAST score 


170 




E value 


2 . Oe-12 




Match length 


76 




% identity 


50 




NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning ve 






pSportl j 




Seq. No. 


158021 




Seq. ID 


LIB317 6-087-P1-K1-G2 




Method 


BLASTX 




NCBI GI 


g3548808 




BLAST score 


241 




E value 


2. Oe-71 




Match length 


136 




% identity 


100 


5- 

y : 


NCBI Description 


{AC005313) unknown protein [Arabidopsis thaliana] 




Seq. No.' 


158022 


z 


Seq. ID 


LIB317 6-087-P1-K1-G3 




Method 


BLASTN 


': : 


NCBI GI 


g2244991 


M= 


BLAST score 


152 


Li : 


E value 


6. Oe-80 




Match length 


429 




% identity 


99 


Q 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 






fragment No 




Seq. No. 


158023 


~=- 

I : 


Seq. ID 


LIB317 6-087-P1-K1-G4 


Q 


Method 


BLASTX 




NCBI GI 


g2129579 




BLAST score 


740 




E value 


8.0e-79 




Match length 


141 




% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarfl [Arabidopsis thaliana] 

158024 

LIB3176-087-P1-K1-G5 

BLASTX 

g3786324 

211 

8.0e-17 

61 

59 

(AB015139) chlorophyll a oxygenase [Chlamydomonas 
reinhardtii] 



20707 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158025 

LIB3176-087-P1-K1-G6 

BLASTX 

g3242722 

623 

4.0e-65 

133 

90 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158026 

LIB3176-087-P1-K1-G7 
BLASTX 
gll74162 
.686 

2.0e-72 

122 

100 

(U44 976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158027 

LIB3176-087-P1-K1-G8 

BLASTX 

g3023216 

672 

7.0e-71 

134 

100 

14-3-3-LIKE PROTEIN GF14 MU >gi_1531629 (U60444) GF14 mu 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158028 

LIB3176-087-P1-K1-G9 

BLASTX 

g4587544 

548 

2.0e-56 

138 

81 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T75865, gb_R30449, 
gb_AI239373, gb_F19931 and gb_F19930 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158029 

LIB3176-087-P1-K1-H1 

BLASTX 

gll3024 

580 

4 .Oe-60 

141 

82 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 
>gi_553043 {M83534) isocitrate lyase [Arabidopsis thaliana] 



20708 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158030 

LIB3176-087-P1-K1-H10 

BLASTX 

g399013 

515 

2.0e-52 

101 

100 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ {X65549) 
adenylate translocator (Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158031 

LIB3176-087-P1-K1-H11 

BLASTX 

g3929649 

525 

l.Oe-53 

108 

100 

(AJ131205) mitochondrial NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST. score 

E value 

Match length 

% identity 

NCBI Description 



158032 

LIB3176-087-P1-K1-H12 

BLASTX 

g4097565 

434 

6.0e-43 

82 

100 

(U64920) ATGP3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158033 

LIB317 6-087-P1-K1-H4 

BLASTX 

gll73218 

629 

9.0e-66 

123 

100 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158034 

LIB317 6-087-P1-K1-H5 

BLASTN 

g2264367 

257 

l.Oe-142 
394 



20709 



% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



100 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

158035 

LIB317 6-087-P1-K1-H6 

BLASTX 

g2583125 



BLAST score 


o o 

268 


E value 


l.Oe-23 


Match length 


90 


% identity 


62 


NCBI Description 


{AC002387 ) putative transketolase precur 




thaliana] 


Seq. No. 


158036 


Seq. ID 


LIB317 6-087-P1-K1-H7 


Method 


BLASTX 


NCBI GI ■ 


g3212849 


BLAST score 




E value 


3.0e-58 


Match length 


124 


% identity 


90 


NCBI Description 


(AC004005) unJcnown protein [Arabidopsis 


Seq. No. 


158037 


Seq. ID 


LIB3176-087-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl32110 


BLAST score 


619 


E value 


l.Oe-64 


Match length 


114 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

158038 

LIB3176-088-P1-K1-A1 

BLASTN 

g4249393 

191 

l.Oe-103 

265 

100 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158039 

LIB3176-088-P1-K1-A10 

BLASTN 

g4699904 

135 

9.0e-70 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



422 
98 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 

158040 

LIB3176-088-P1-K1-A11 

BLASTX 

g2738248 

410 

2.0e-40 

79 

97 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

158041 

LIB3176-088-P1-K1-A12 

BLASTX 

g2791834 

370 

8.0e-40 

100 

93 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
158042 

LIB3176^088-P1-K1-A3 

BLASTX 

gll9143 

63 

2.0e-41 

90 

98 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 4 53_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA344 55_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

158043 

LIB3i76-088-Pl-Kl-A4 

BLASTX 

g3482928 

578 

5.0e-60 

115 

98 

(AC003970) Unknown protein [Arabidopsis thaliana] 
>gi_3929586 (AF100166) phytochrome interacting factor 3 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158044 

LIB317 6-088-P1-K1-A5 

BLASTX 

g418854 

433 

5.0e-43 

87 

17 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
{X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_enib_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

158045 

LIB317 6-088-P1-K1-A7 

BLASTX 

g4587564 

581 

3.0e-60 

117 

98 

{AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre -subunit II precursor (psaD) from Spinacia 
oleracea. ESTs ■gb_R30423, gb_T42998, gb_Z18178, gb_T14133, 
gb_N65521, gb_T42498, gb_T41918, gb__N38024 

158046 

LIB317 6-088-P1-K1-A8 

BLASTX 

gl26766 

246 

3.0e-21 

51 

90 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

158047 

LIB3176-088-P1-K1-A9 

BLASTX 

gll73218 

403 

2.0e-39 

80 

99 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

158048 

LIB3176-088-P1-K1-B1 

BLASTX 

g4006877 

276 

l.Oe-24 
52 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

{Z99707) RNA-binding like protein [Arabidopsis thaliana] 
158049 

LIB3176-088-P1-K1-B10 

BLASTN 

g4689466 

242 

l.Oe-133 

354 

99 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 

158050 

LIB317 6-088-P1-K1-B11 

BLASTN 

g3510343 

365 

O.Oe+00 

369 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 

158051 

LIB317 6-088-P1-K1-B2 

BLASTX 

gl864017 

541 

l.Oe-55 

104 

99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
158052 

LIB3176-088-P1-K1-B3 

BLASTN 

g3860243 

119 

2.0e-60 

295 

98 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158053 

LIB3176-088-P1-K1-B4 

BLASTX 

g4218120 

279 

5.0e-25 

69 

80 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158054 

LIB3176-088-P1-K1-B7 

BLASTX 

g2313340 

205 

4 .Oe-16 

115 

37 

{AE00054 4) ATP-dependent RNA helicase, DEAD-box family 
(deaD) [Helicobacter pylori 26695] 

158055 

LIB3176-088-P1-K1-B8 

BLASTN 

g4063706 

297 

l.Oe-166 

297 

100 

Arabidopsis thaliana extensin-like protein (ELP) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158056 

LIB3176-088-P1-K1-B9 

BLASTN 

g4581084 

176 

1.06-94 

216 

95 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158057 

LIB3176-088-P1-K1-C1 

BLASTN 

g4567300 

365 

O.Oe+00 

417 

98 

Arabidopsis thaliana chromosome II PI MHKIO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158058 

LIB3176-088-P1-K1-C10 

BLASTN 

g2961370 

92 

3.0e-44 

356 

45 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F23E13 



Seq. No. 
Seq. ID 



158059 

LIB3176-088-P1-K1-C11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

gl26766 

454 

2.0e-45 

93 

90 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

158060 

LIB3176-088-P1-K1-C12 

BLASTX 

g477819 

395 

l.Oe-38 

92 

80 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber. Peptide Mitochondrial, 
530 aa] 

158061 

LIB3176-088-P1-K1-C2 

BLASTX 

gll70503 

310 

l.Oe-28 

59 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

158062 

LIB317 6-088-P1-K1-C3 

BLASTN 

g4164472 

35 

4.0e-10 

83 

86 

Vernicia fordii negatively light-regulated protein mRNA, 
complete cds 

158063 

LIB3176-088-P1-K1-C4 

BLASTN 

g2760164 

295 

l.Oe-165 

380 

99 
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NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18P6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158064 

LIB3176-088-P1-K1-C5 

BLASTX 

g4204274 

173 

l.Oe-12 

32 

100 

(AC00414 6) ribulose bisphosphate carboxylase, 
[Arabidopsis thaliana] 



small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158065 

LIB317 6-088-P1-K1-C6 

BLASTX 

gl35467 

524 

l.Oe-53 

118 

86 

TUBULIN BETA-4 CHAIN >gi_2129546_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

158066 

LIB3176-088-P1-K1-C7 

BLASTX 

g4587544 

606 

4.0e-63 

141 

87 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T75865, gb_R30449, 
gb_AI239373, gb_F19931 and gb_F19930 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158067 

LIB3176-088-P1-K1-C8 

BLASTN 

g2088638 

307 

l.Oe-172 

311 

100 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI ' 
BLAST score 
E value 
Match length 



158068 

LIB3176-088-P1-K1-C9 

BLASTN 

g3149951 

89 

2.0e-42 
97 
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% identity 




NCBI Description 


Arabidopsis thaliana luRNA for DRHl, complete cds 


Seq. No. 


looUby 


beq. iU 




Method 


BLASTX 


NCBI GI 


g4220527 


BLAST score 




E value 


1 . Oe-43 


Match length 


123 


% identity 


60 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


1 c o "1 A 
lOoU /U 


beq. ID 


LlbJi / D-Uoo-ri-Ki-UiU 


Kie unoQ 


OixHo 1 N 


NCBI GI 


g3869066 


BLAST score 


329 


E value 


O.Oe+00 


Match length 


329 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



MBM17, complete sequence [Arabidopsis thaliana] 



Seq. No. 


158071 


Seq. ID 


LIB317 6-088-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g841208 


BLAST score 


133 


E value 


3.0e-10 


Match length 


82 


% identity 


51 


NCBI Description 


(U18995) trypsin inhibitor 


Seq. No. 


158072 


Seq. ID 


LIB317 6-088-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4630748 


BLAST score 


292 


E value 


l.Oe-26 


Match length 


67 


% identity 


81 


NCBI Description 


(AC007236) putative anion < 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158073 

LIB317 6-088-P1-K1-D2 

BLASTX 

g3335371 

488 

2.0e-49 

103 

98 

(AC003028) putative ethylene-inducible protein [Arabidopj 
thaliana] 



Seq. No. 



158074 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-088-P1-K1-D3 

BLASTX 

g4406772 

341 

l.Oe-32 

113 

70 

(AC006836) putative nitrilase-associated protein 
[Arabidopsis thaliana] 

158075 

LIB3176-088-P1-K1-D4 

BLASTX 

gl709794 

512 

4.0e-52 

112 

89 

26S PROTEASOME REGULATORY SUBUNIT S5A (MULTIUBIQUITIN CHAIN 
BINDING PROTEIN) >gi__1165206 (U33269) MBPl [Arabidopsis 
thaliana] >gi_4 4 67150_emb__CAB37519_ (AL035540) 
multiubiquitin chain binding protein (MBPl) [Arabidopsis 
thaliana] 



Seq. No. 


158076 


Seq. ID 


LIB317 6-088-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2983997 


BLAST score 


154 


E value 


2.0e-10 


Match length 


53 


% identity 


53 


NCBI Description 


(AE000749) hypothetical prote. 


Seq. No. 


158077 


Seq. ID 


LIB3176-088-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gll6527 


BLAST score 


195 


E value 


7.0e-15 


Match length 


67 


% identity 


46 


NCBI Description 


PROBABLE CLPP-LIKE PROTEASE {: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 

158078 

LIB317 6-088-P1-K1-D8 

BLASTX 

g4559395 

519 

4 .Oe-53 

104 

100 

(AC006526) putative cyclic nucleotide-regulated ion channel 
protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158079 

LIB3176-088-P1-K1-E1 

BLASTX 

g2833379 

604 

5.0e-63 

120 

98 

RIBOSE- PHOSPHATE PYROPHOSPHOKINASE 1 ( PHOSPHORIBOSYL 

PYROPHOSPHATE SYNTHETASE 1) (PRS I) >gi_1076397_pir S51270 

ribose-phosphate pyrophosphokinase (EC 2.7.6.1) - 
Arabidopsis thaliana >gi_633140_emb_CAA58717_ (X83764) 
phosphoribosyl diphosphate synthetase [Arabidopsis 
thaliana] >gi_3608149 (AC005314) phosphoribosyl diphosphate 
synthetase [Arabidopsis thaliana] 



Seq. No. 


158080 


Seq. ID 


LIB3176-088-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


235 


E value 


3. Oe-20 


Match length 


55 


% identity 


87 


NCBI Description 


HEAT SHOCK PROTEIN 81-3 (HSP81-3) >< 




(S77849) heat-shock Protein=HSP81-3 




thaliana=thale-cress, Peptide, 699 . 




thaliana] 


Seq. No. 


158081 


Seq. ID 


LIB3176-088-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl076396 


BLAST score 


114 


E value 


2.0e-30 


Match length 


76 


% identity 


95 


NCBI Description 


regA protein - Arabidopsis thaliana 


Seq. No. 


158082 


Seq. ID 


LIB3176-088-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g2980757 


BLAST score 


199 


E value 


l.Oe-108 


Match length 


333 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




(ESSAII project) 


Seq. No. 


158083 


Seq. ID 


LIB317 6-088-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2351068 


BLAST score 


214 


E value 


l.Oe-117 
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Match length 

% identity 

NCBI Description 



Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



214 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRHIO, complete sequence [Arabidopsis thaliana] 

158084 

LIB3176-088-P1-K1-E6 

BLASTN 

g3033373 

34 

5.0e-10 

46 

96 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158085 

LIB3176-088-P1-K1-E7 

BLASTX 

g4544375 

480 

2.0e-48 
119 

75 - 

(AC006920) putative reverse transcriptase [Arabidopsis 
thaliana] 

158086 

LIB3176-088-P1-K1-E8 

BLASTN 

g4757409 

67 

3.0e-29 

421 

73 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

158087 

LIB3176-088-P1-K1-E9 

BLASTX 

g507808 

552 

5.0e-57 

110 

99 

(D13987) phosphoenolpyruvate carboxylase [Brassica napus] 

>gi_74 3641_prf 2013218A phosphoenolpyruvate carboxylase 

[Brassica napus] 

158088 

LIB317 6-088-P1-K1-F1 

BLASTX 

gl402912 

267 

7.0e-24 
69 
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% identity 


75 


NCBI Description 


(X98317) peroxidase [Arabidopsis thaliana] 


Seq. No. 


1 c o n o n 

158089 


beq. ID 


LIBJl /D-Ooo-Pl-Kl-FlO 




RT 2iQTY 
OlLnO 1 A 


NCBI GI 


g3688123 


BLAST score 


235 


E value 


0 . Ue-^U 


Match length 


48 


% identity 


85 


NCBI Description 


(AJ006293) granule-bound starch synthase [Antirrhinum 




ma jus] 


Seq. No. 


158090 


Seq. ID 


LIB3175-088-P1-K1-F12 


Method 




NCBI GI 


g786465 


BLAST score 


143 


E value 


1 . Oe-74 


Match length 


282 


% identity 


98 


NCBI Description 


sedoheptulose-1, 7-bisphosphatase [Arabidopsis thaliana. 




C24, Genomic, 2747 nt] 


Seq. No. 


158091 


Seq. ID 


LIB3176-088-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4512658 


BLAST score 


145 


E value 


3 . Oe-09 


Match length 


63 


% identity 


4 1 


NCBI Description 


(AC006931) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


1 c o n n o 


Seq. ID 


LIB317 6-088-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl546692 


BLAST score 


313 


E value 


7 . Oe-29 


Match length 


62 


% identity 


100 


NCBI Description 


(X98805) peroxidase ATP19a [Arabidopsis thaliana] 


Seq. No. 


1 c o n fi o 


Seq. ID 


LIB3 17 0-088 -Pl-Kl-Fo 


Method 


DT 7\ C 


NCBI GI 


g3869074 


BLAST score 


185 


Cj Value 


1 . ue luu 


Match length 


297 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MMI9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158094 
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Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-088-P1-K1-F7 

BLASTX 

g4454036 

541 

l.Oe-55 

101 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158095 

LIB3176-088-P1-K1-F8 

BLASTX 

gl363489 

386 

l.Oe-37 

71 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

158096 

LIB317 6-088-P1-K1-F9 

BLASTN 

g4376087 

314 

l.Oe-176 

353 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 


158097 




Seq. ID 


LIB3176-088- 


-Pl-Kl-Gl 


Method 


BLASTN 




NCBI GI 


g3599967 




BLAST score 


257 




E value 


l.Oe-143 




Match length 


257 




% identity 


100 




NCBI Description 


Arabidopsis 


thaliana clp 


Seq. No. 


158098 




Seq. ID 


LIB3176-088- 


-P1-K1-G12 


Method 


BLASTN 




NCBI GI 


g2980757 




BLAST score 


151 




E value 


l.Oe-79 




Match length 


208 




% identity 


94 




NCBI Description 


Arabidopsis 


thaliana DNA 




(ESSAII project) 


Seq. No. 


158099 




Seq. ID 


LIB3176-088- 


-P1-K1-G2 


Method 


BLASTX 





mRNA, partial cds 



20722 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl408471 
520 

4.0e-53 
120 

85 - 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq, No. 


iDolOO 


Seq. ID 


LIB317 6-088-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


« ^ O C ri T T 

gbzoy / / 


BLAST score 


475 


E value 


l.Oe-49 


Match length 


107 


% identity 


95 


NCBI Description 


p40 protein homolog - Arabidopsis thaliana >gi 40290 




(U01955) laminin receptor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


158101 


Seq. ID 


LIB317 6-088-P1-K1-G4 


Method 


BLASTN 


NCBI GI 


g3193311 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


80 


% identity 


88 


NCBI Description 


Arabidopsis thaliana BAC F6N15 


Seq. No. 


158102 


Seq. ID 


LIB317 6-088-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g3449326 


BLAST score 


4 4 


E value 


5.0e-16 


Match length 


84 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC > 




K19M22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158103 


Seq. ID 


LIB317 6-088-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3402695 


BLAST score 


353 


E value 


O.Oe+00 


Match length 


371 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T3K9 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158104 


Seq. ID 


LIB317 6-088-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2129578 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296 

4 .Oe-27 

57 

100 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z4 9239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



158105 

LIB317 6-088-P1-K1-G9 

BLASTX 

g2129755 

300 

2.0e-52 

109 

97 

tryptophan synthase 
thaliana >gi_619753 



EC 4.2.1.20) alpha chain - Arabidopsis 
U18993) tryptophan synthase alpha 

chain [Arabidopsis thaliana] >gi_1585768_prf 2201482A Trp 

synthase: SUBUNIT=alpha [Arabidopsis thaliana] 

158106 

LIB3176-088-P1-K1-H1 

BLASTX 

g417381 

543 

3.0e-56 

114 

100 

NITRILASE 1 >gi_99738_pir S22398 nitrilase (EC 3.5.5.1) - 

Arabidopsis thaliana >gi_16400_einb_CAA4504 1_ (X63445) 
nitrilase I [Arabidopsis thaliana] 

158107 

LIB3176-088-P1-K1-H10 

BLASTN 

g4589412 

107 

2.0e-53 

231 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F6N7, complete sequence 

158108 

LIB317 6-088-P1-K1-H11 

BLASTX 

g2062161 

246 

2.0e-21 

47 

51 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



20724 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158109 

LIB3176-088-P1-K1-H12 

BLASTN 

g2980757 

148 

6.0e-78 

181 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

158110 

LIB317 6-088-P1-K1-H2 

BLASTX 

gl084350 

542 

l.Oe-55 

108 

93 

glutamate — ammonia ligase (EC 6.3.1.2) - rape 
>gi_599656_emb_CAA58118 . 1_ (X82997) glutamate — ammonia 
ligase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158111 

LIB317 6-088-P1-K1-H3 

BLASTN 

g3402745 

224 

l.Oe-123 

323 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

158112 

LIB3176-088-P1-K1-H5 

BLASTN 

g3985958 

43 

2.0e-15 

104 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MZNl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158113 

LIB317 6-088-P1-K1-H6 

BLASTN 

g4586241 

121 

7.0e-62 

145 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T20K18 



Seq. No. 



158114 



20725 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-088-P1-K1-H7 

BLASTX 

g4006934 

644 

l.Oe-67 

126 

98 

{AJ012571) glutathione transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158115 

LIB3176-088-P1-K1-H8 

BLASTX 

gl350680 

258 

2.0e-22 

50 

100 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158116 

LIB317 6-088-P1-K1-H9 

BLASTX 

g4539007 

267 

9.0e-24 

52 

96 

(AL049481) cytochrome c [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158117 

LIB317 6-089-P1-K1-A10 

BLASTX 

gl841468 

204 

6.0e-16 

150 

54 

(Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 
158118 

LIB3176-089-P1-K1-A2 

BLASTX 

g3738291 

484 

7.0e-49 

133 

76 

{AC005309) unknown protein [Arabidopsis thaliana] 
158119 

LIB317 6-089-P1-K1-A3 

BLASTX 

gl854386 

256 

5.0e-22 

98 

49 
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NCBI Description 



(AB001375) similar to soluble NSF attachment protein [Vitis 
vinif era] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158120 

LIB3176-089-P1-K1-A4 

BLASTX 

g3738257 

243 

6.0e-21 

58 

84 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

158121 

LIB3176-089-P1-K1-A5 

BLASTX 

g548655 

535 

9.0e-55 

131 

86 

50S RIBOSOMAL PROTEIN L12-C, CHLOROPLAST PRECURSOR (CL12-C) 

>gi_541897_pir C53394 ribosomal protein L12.C, chloroplast 

- Arabidopsis thaliana >gi_4 68773_emb_CAA48183_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 

158122 

LIB3176-089-P1-K1-A6 

BLASTX 

g3687249 

392 

4.0e-38 

102 

77 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

158123 

LIB317 6-089-P1-K1-A7 

BLASTX 

g587566 

166 

l.Oe-11 

56 

59 

(X80237) mitochondrial processing peptidase [Solanum 
tuberosum] 

158124 

LIB3176-089-P1-K1-A9 

BLASTN 

g2656024 

100 

7.0e-49 

356 

86 
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NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15E6 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158125 

LIB3176-089-P1-K1-B1 

BLASTX 

g2677828 

447 

2.0e-44 

121 

67 

(U93166) cysteine protease [Prunus armeniaca] 
158126 

LIB3176-089-P1-K1-B10 

BLASTX 

g3953473 

648 

5.0e-68 

139 

96 

(AC002328) F2202.18 [Arabidopsis thaliana] 
158127 

LIB3176-089-P1-K1-B12 

BLASTN 

g2924733 

167 

5.0e-89 

278 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158128 

LIB317 6-089-P1-K1-B2 

BLASTX 

g4835227 

822 

2.0e-88 

150 

100 

(AL04 9862) glycosyltransf erase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158129 

LIB3176-089-P1-K1-B5 

BLASTX 

gll73283 

146 

3.0e-09 

31 

87 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 
>gi_1262682_dbj_BAA04399.1_ (D17510) 
[Pinus thunbergii] 



ribosomal protein S8 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158130 

LIB3176-089-P1-K1-B7 

BLASTX 

g2244896 

796 

2.0e-85 

152 

99 

(Z97338) similar to HSR201 protein 
thaliana] 



N . tabacum [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158131 

LIB317 6-089-P1-K1-B9 

BLASTX 

g4755193 

546 

5.0e-57 

152 

84 

{AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



158132 

LIB317 6-089-P1-K1-C1 

BLASTN 

g4191771 

131 

7.0e-68 

131 

100 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158133 

LIB317 6-08 9-P1-K1-C11 

BLASTN 

g3135250 

422 

O.Oe+00 

430 

100 

Arabidopsis thaliana chromosome II BAC F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158134 

LIB3176-089-P1-K1-C12 

BLASTX 

g3360289 

154 

4 .Oe-10 

43 

60 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

158135 

LIB317 6-089-P1-K1-C3 
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Method 


BLASTX 


NCBI GI 


g2116558 


oitHo 1 scoire 


1 Q*^ 

1 


E value 


y . ue— lo 


Matcn iengtn 


1 b 


% identity 


Do 


XT O T I~\ A r^i A v> 4- A >^ n 

NLbi uescnpLion 




OcC^ ■ LMO > 


X O O X o o 


oeq. lU 


XiXDjX / D U O J it X ]\X L-ft 




DT nO'TM 
Oi^nO i. IN 


NCBI GI 


g4584841 


BLAST score 


188 


E value 


X . Uc X U X 


Match length 


J X y 


% identity 


y o 


inudi uescnptiou 


Genoitiic sequence for Ara. 




complete sequence 


Oeq. INO • 


1 CO 1 07 
XOO X 0 / 


beq. IJJ 


LXnJX / D-Uo y-rl-i\X-LD 


Metnou 


D T A 0 TV 


NCBI GI 


g4218120 


BLAST score 


602 


E value 


X . ue- 0^ 


Match length 


14 y 


% identity 


1 1 


NCBI Description 


(AiiU^oJoo; Froiine-ricn . 




thaliana] 


oeq. NO. 


1 Dt> 1 JO 


oeq ■ X u 


XiXOJX / D U 0 y r X i\X L<^0 


Method 


BLASTX 


NCBI GI 


g4127456 


bLAbi score 


TIT 
0X0 


E value 


J . ue-z y 


ixiaucn lengun 


/ 1 


% identity 


y D 


NCBI Description 


(AJUiUolo) Lpnzi protein 


beg. INO. 


1 Do lo y 


beg. lu 


iiXtJ^l / 0 — Uo y — r 1— J\l -ui 


Method 


BLASTX 


NCBI GI 


g4741960 


hJiiAbi score 


t; c; Q 


E value 


z . ue— 3 / 


Matcn iengtn 


IZD 


% identity 


ft R 
0 D 


NCBI Description 


(Acio4ioU; iincDb protein 


Qorr Kin 


1 SRI 4(1 


Seq. ID 


LIB317 6-089-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3820648 


BLAST score 


667 


E value 


3.0e-70 


Match length 


142 



20730 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

(Y12636) allene oxide synthase (Arabidopsis thaliana] 
158141 

LIB3176-089-P1-K1-D11 

BLASTX 

g99735 

294 

4 .Oe-27 

58 

97 

L-ascorbate peroxidase {EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

158142 

LIB3176-089-P1-K1-D12 

BLASTN 

g4455348 

190 

l.Oe-102 

215 

92 

Arabidopsis thaliana- DNA chromosome 4, BAC clone T13J8 
(ESSAII project) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158143 

LIB3i7 6-089-Pl-Kl-D2 

BLASTX 

g2062158 

313 

3.0e-29 

76 

42 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158144 

LIB317 6-089-P1-K1-D4 

BLASTX 

g4102582 

177 

2.0e-13 

66 

59 

(AF013115) CAO [Arabidopsis thaliana] 
158145 

LIB317 6-089-P1-K1-D6 

BLASTX 

g4336756 

529 

3.0e-54 

102 

98 

(AF104453) catalase [Brassica juncea] 



Seq. No. 



158146 



20731 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-089-P1-K1-D7 

BLASTX 

g3540183 

466 

l.Oe-46 

146 

62 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 

158147 

LIB317 6-089-P1-K1-D9 

BLASTX 

g2495365 

778 

3.0e-83 

152 

99 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 

158148 

LIB3176-089-P1-K1-E1 

BLASTX 

g3421096 

692 

4.0e-73 

138 

97 

{AF043528)- 20S proteasome subunit PAGl [Arabidopsis 
thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 

158149 

LIB317 6-089-P1-K1-E10 

BLASTX 

g99688 

166 

5.0e-12 

69 

59 

translation elongation factor eEF-1 alpha chain (gene A4 ) - 
Arabidopsis thaliana >gi_295789_emb_CAA34 456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

158150 

LIB317 6-089-P1-K1-E11 

BLASTX 

g2239083 

381 

l.Oe-36 

146 

56 

{Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl /ben zoyltransf erase 
[Dianthus caryophyllus] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158151 

LIB3176-089-P1-K1-E3 

BLASTX 

gll70660 

580 

4 .Oe-60 

143 

81 

MEVALONATE KINASE (MK) 
kinase (EC 2.7.1.36) - 
>gi_4 5661 4_einb_CAA5 4820 
[Arabidopsis thaliana] 



>gi_541880_pir S42088 mevalonate 

Arabidopsis thaliana 

(X77793) mevalonate kinase 



□ 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158152 

LIB3176-089-P1-K1-E5 

BLASTX 

g2764941 

607 

3.0e-63 

106 

100 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 

158153 

LIB3176-089-P1-K1-E6 

BLASTN 

g2244829 

186 

l.Oe-100 

198 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

158154 

LIB317 6-08 9-P1-K1-E7 

BLASTN 

g4309683 

69 

6.0e-31 

85 

95 

Arabidopsis thaliana chromosome 1 BAG T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

158155 

LIB3176-089-P1-K1-E8 

BLASTN 

g2924733 

197 

l.Oe-107 

243 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 



20733 



MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158156 

LIB3176-089-P1-K1-E9 

BLASTX 

g4006883 

595 

8.0e-62 

140 

84 

(Z99707) cysteine proteinase [Arabidopsis thaliana] 
158157 

LIB3176-089-P1-K1-F1 

BLASTX 

gl66410 

320 

l.Oe-29 

103 

59 

(L07291) Alfin-1 [Medicago sativa] 
158158 

LIB3176-089-P1-K1-F10 

BLASTX 

g2979561 

365 

8.0e-35 

81 

85 

(AC003680) putative ribosomal protein S27 [Arabidopsis 
thaliana] >gi_3386624 (AC004665) putative ribosomal protein 
S27 [Arabidopsis thaliana] 

158159 

LIB3176-089-P1-K1-F11 

BLASTX 

g4104931 

618 

2.0e-78 

150 

98 

(AF042196) auxin response factor 8 [Arabidopsis thaliana] 
158160 

LIB3176-P89-P1-K1-F12 

BLASTX 

g2369714 

497 

2.0e-50 

122 

79 

(Z97178) elongation factor 2 [Beta vulgaris] 



Seq. No. 
Seq. ID 
Method 



158161 

LIB3176-089-P1-K1-F2 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3128137 
65 

4.0e-28 

128 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9I9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158162 

LIB3176-089-P1-K1-F3 

BLASTX 

g4337175 

665 

5.0e-70 

142 

92 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb__T04111, gb__R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

158163 

LIB317 6-089-P1-K1-F4 

BLASTX 

g3367568 

182 

5.0e-14 

56 

61 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158164 

LIB3176-089-P1-K1-F5 

BLASTX 

g544134 

140 

7.0e-41 

106 

85 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRTIOO PRECURSOR 

>gi_99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir ^A46260 RecA functional analog 

DRTIOO - Arabidopsis thaliana (fragment) 

158165 

LIB3176-08 9-P1-K1-F6 

BLASTX 

g932 

164 

l.Oe-11 

84 

43 

(X53744) 68kDA subunit of signal recognition particle 
[Canis familiar is] 



Seq. No. 



158166 



20735 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-089-P1-K1-F7 

BLASTX 

g3212869 

474 

8.0e-48 
102 
89 • 

{AC004 005) unknown protein [Arabidopsis thaliana] 
158167 

LIB317 6-089-P1-K1-F8 

BLASTN 

g3702734 

186 

l.Oe-100 

202 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 

158168 

LIB317 6-089-P1-K1-F9 

BLASTX 

g2119846 

4 92 - 

4.0e-50 

93 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

158169 

LIB3176-089-P1-K1-G1 

BLASTX 

g4102839 

221 

6.0e-18 

116 

40 

(AF016713) LeOPTl [Lycopersicon esculentum] 
158170 

LIB3176-089-P1-K1-G10 

BLASTX 

g4582787 

4 62 

3.0e-46 

107 

81 

{AJ012281) adenosine kinase [Zea mays] 



Seq. No. 



158171 



20736 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq^ No. 

SeqT' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-089-P1-K1-G11 

BLASTX 

g3273743 

620 

l.Oe-64 

118 

100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC0054 99) unknown protein 
[Arabidopsis thaliana] 

158172 

LIB3176-089-P1-K1-G12 

BLASTN 

g4589440 

260 

l.Oe-144 

327 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

158173 

LIB3176-089-P1-K1-G2 

BLASTX 

g2129944 

341 

3.0e-32 

77 

81 

RNA-binding protein RZ-1 
>gi_1395193_dbj_BAA12064 

[Nicotiana sylvestris] >gi_14 35062_dbj_BAA06012 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 



- wood tobacco 
(D83696) RNA-binding protein RZ-1 

(D28861) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ' 

% identity 

NCBI Description 



158174 

LIB3176-089-P1-K1-G3 

BLASTX 

g4678261 

62 

l.Oe-56 

137 

91 

(AL04 9657) putative proteasome regulatory subunit 
[Arabidopsis thaliana] 

158175 

LIB3176-08 9-P1-K1-G4 

BLASTX 

g2827704 

469 

4.0e-47 

94 

95 

{AL021684) LRR-like protein [Arabidopsis thaliana] 



Seq. No. 



158176 



20737 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-089-P1-K1-G5 

BLASTX 

g4741948 

708 

4.0e-75 

134 

99 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
158177 

LIB3176-089-P1-K1-G6 

BLASTX 

g547867 

539 

3.0e-55 

132 

82 

LIPOXYGENASE 1 >gi_54 1878_pir JQ2267 lipoxygenase (EC 

1.13.11.12) AtLoxl - Arabidopsis thaliana >gi_289203 
(L04637) lipoxygenase [Arabidopsis thaliana] >gi_436920 
(U01843) lipoxygenase 1 [Arabidopsis thaliana] 

158178 

LIB3176-089-P1-K1-G7 

BLASTX 

gl709786 

185 

2.0e-14 

68 

63 

PYRROLINE-5-CARBOXYLATE REDUCTASE (P5CR) (P5C REDUCTASE) 

>gi_541894_pir JQ2334 pyrroline-5-carboxylate reductase 

(EC 1.5.1.2) - Arabidopsis thaliana >gi_166815 (M76538) 
pyrroline carboxylate reductase [Arabidopsis thaliana] 
>gi_1632776_emb_CAA70148_ (Y08951) T5r protein [Arabidopsis 
thaliana] 

158179 

LIB3176-089-P1-K1-G8 

BLASTX 

gl20675 

454 

3.0e-45 

106 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158180 

LIB3176-089-P1-K1-G9 

BLASTN 

g3128137 

66 

l.Oe-28 



20738 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9I9, complete sequence [Arabidopsis thaliana] 



158181 

LIB3176-089-P1-K1-H10 

BLASTX 

g2735841 

143 

8.0e-09 

74 

47 

{AF010283) No definition line 



found [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



158182 

LIB317 6-08 9-P1-K1-H11 

BLASTX 

g4581146 

524 

l.Oe-53 

113 

96 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

158183 

LIB317 6-08 9-P1-K1-H12 

BLASTN 

g4572664 

438 

O.Oe+00 

465 

98 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 

158184 

LIB317 6-089-P1-K1-H2 

BLASTX 

gll5767 

732 

7.0e-78 

139 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

158185 

LIB317 6-089-P1-K1-H3 

BLASTN 

g2494106 



20739 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

3.0e-49 

148 

92 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

158186 

LIB3176-089-P1-K1-H4 

BLASTX 

g3688178 

514 

2.0e-52 

105 

98 

(AL031804) putative protein [Arabidopsis thaliana] 
158187 

LIB3176-089-P1-K1-H6 

BLASTX 

g4490736 

374 

3.0e-36 

96 

58 

(AL035708) putative protein [Arabidopsis thaliana] 
158188 

LIB317 6-08 9-P1-K1-H7 

BLASTN 

g2342673 

313 

l.Oe-176 

420 

98 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


158189 




Seq. ID 


LIB3176-089- 


-P1-K1-H8 


Method 


BLASTN 




NCBI GI 


g3600062 




BLAST score 


85 




E value 


3.0e-40 




Match length 


180 




% identity 


13 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


158190 




Seq. ID 


LIB3176-090- 


-Pl-Kl-Al 


Method 


BLASTN 




NCBI GI 


g4049332 




BLAST score 


75 




E value 


4 .Oe-34 




Match length 


107 




% identity 


93 




NCBI Description 


Arabidopsis 


thaliana 



F8B4 



20740 



(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
, NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
'NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158191 

LIB3176-090-P1-K1-A10 

BLASTN 

g4490324 

238 

l.Oe-131 

263 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9A14 



158192 

LIB3176-090-P1-K1-A11 

BLASTN 

g2894557 

129 

2.0e-66 

232 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
(ESSAII project) 

158193 

LIB3176-090-P1-K1-A12 

BLASTN 

g2894557 

34 

3.0e-10 

63 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
(ESSAII project) 

158194 

LIB317 6-090-P1-K1-A2 

BLASTN 

gl66695 

130 

4 .Oe-67 

154 

96 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 



158195 

LIB3176-090-P1-K1-A3 

BLASTN 

g2668491 

39 

9.0e-13 

128 

88 

Arabidopsis thaliana 
ATPase, complete cds 



mRNA for metal-transporting P-type 



20741 



Seq. No. 


n COT f\ ^ 

158196 


Seq. ID 


LIB317 6-090-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


265 


E value 


2 . Oe-23 


Match length 


83 


% identity 


39 


NCBI Description 


(AJ010818) Cpn21 protein [Arabidopsis thaliana] 


Seq. No. 


158197 


Seq. ID 


LIB3176-090-P1-K1-A7 


Method 


bL/\o i N 


NCBI GI 


g387908 


BLAST score 


65 


E value 


4.0e-28 


Match length 


196 


% identity 


83 


NCBI Description 


Brassica rapa S-phase-specif ic (BIS289) mRNA, complete 



>gi_397400_emb_Z25769_BRSPSG B.rapa rtiRNA for S phase 
specific gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158198 

LIB3176-090-P1-K1-A8 

BLASTX 

g2245118 

388 

l.Oe-37 

124 

67 

{Z9734 3) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158199 

LIB317 6-090-P1-K1-A9 

BLASTN 

g2827538 

277 

l.Oe-154 

285 

88 

Arabidopsis thaliana DNA chromosome A, 
(ESSAII project) 



BAC clone T12H17 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158200 

LIB3176-090-P1-K1-B1 

BLASTX 

gll97461 

330 

2.0e-31 

65 

97 

(X78819) casein kinase 



I [Arabidopsis thaliana] 



Seq. No. 158201 

Seq. ID LIB3176-090-P1-K1-B10 

Method BLASTN 

NCBI GI g4519188 



20742 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 

6.0e-97 

212 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L19, complete sequence 

158202 

LIB3176-090-P1-K1-B11 

BLASTX 

g3128228 

214 

9.0e-18 

55 

71 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

158203 

LIB3176-090-P1-K1-B12 

BLASTN 

g2062153 

58 

9.0e-25 • 

58 

69 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
•% identity 
NCBI Description 



158204 

LIB3176-090-P1-K1-B2 

BLASTX 

g3738329 

381 

9.0e-37 

84 

92 

(AC005170) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158205 

LIB3176-090-P1-K1-B3 

BLASTX 

gl621268 

444 

4.0e-44 

120 

67 

(Z81012) unknown [Ricinus communis] 
158206 

LIB3176-090-P1-K1-B4 

BLASTX 

g4186184 

179 

4.0e-13 
93 



20743 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

(AF111168) unknown [Homo sapiens] 
158207 

LIB3176-090-P1-K1-B6 

BLASTX 

g4741952 

427 

2.0e-42 

93 

87 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
158208 

LIB3176-090-P1-K1-B7 

BLASTX 

g3413714 

72 

4.1e-01 

54 

13 

(AC004747) putative myrosinase-binding protein [Arabidopsis 
thaliana] 



cr - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158209 

LIB317 6-090-P1-K1-C10 

BLASTX 

g2827143 

154 

l.Oe-10 

33 

88 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

158210 

LIB317 6-090-P1-K1-C11 

BLASTX 

gl361991 

340 

2.0e-47 

135 

75 

homeotic protein ATKl - Arabidopsis thaliana 
>gi_98404 6_emb_CAA57122_ (X81354) ATKl [Arabidopsis 
thaliana] >gi_984048_einb_CAA57121_ {X81353) ATKl 
[Arabidopsis thaliana] 

158211 

LIB3176-090-P1-K1-C12 

BLASTX 

g2865623 

521 

4.0e-53 ' 

116 

88 

(AF045286) 



20744 



GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value r- 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ..identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158212 

LIB3176-090-P1-K1-C3 

BLASTX 

g3386615 

596 

6.0e-62 

112 

98 

(AC004 665) putative phpsphomannomutase [Arabidopsis 
thaliana] 

158213 

LIB317 6-090-P1-K1-C6 

BLASTX 

g2865623 

2 62 

7 .Oe-23 

88 

65 

{AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana]' 

158214 

LIB3176-090-P1-K1-C8 

BLASTN 

g4309683 

138 

4 .Oe-72 

138 

100 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

158215 

LIB317 6-090-P1-K1-C9 

BLASTN 

g4678258 

169 

2.0e-90 

226 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I7 
(ESSA project) 

158216 

LIB3176-090-P1-K1-D1 

BLASTX 

g3914740 

484 

3.0e-52 

140 

77 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA1894 1_ 



20745 



(D78495) ribosomal protein [Brassica rapa] 



oeq . iNo » 


1 RR9 1 7 
LDO^ X f 


06(5. XU 




Method 


BLASTX 


NCBI GI 


gl363489 


QT A CP c^r^r^-y^ 
DLiI\0 I SCOiC 


DDI 


E value 


/ . ue Do 


Match length 


luy 


% identity 




NCBI Description 


thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 




tnaiiana >gi yo4uo<i eixio ^^AADl^y^: \A0y4i0) tniogiucosiae 




glucohydrolase [Arabidopsis thaliana] 


De<5- NO. 


1 00^ 1 0 


Seq. ID 


LIB3176-090-P1-K1-D2 


Method 


BLASTN 




gzz 0 lUo X 


bJ-iAbi score 


/I "7 


E value 


1 . ue-1 / 


DQancn xenytn 


1 no 

X 


% identity 


0 / 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F18019 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158219 


Seq. ID 


LIB317 6-090-P1-K1-D3 


Method 


dXjHo i a 


NCBI GI 


gzy /UU J 0 


BLAST score 


1 /y 


E value 


1 . Ue-lo 


Match length 


0 0 


% identity 


lUU 


NCBI Description 


luoooo/j aexua y aesauurase [-"-^aDiuopsis unaxianaj 


Seq. No. 


158220 


Seq. ID 


LIB317 6-090-P1-K1-D4 


Method 


RT nCTM 


MOOT 


gxx4 J jyi 


BLAST score 


14 6 


E value 


1 . ue- / D 


Match length 


1 /y 


% Identity 


y4 


Nuoi uescripuion 


/i.unaxiana mKN/i xor uriame uipnospnate gxucose epimerase 


Seq. No. 


158221 


Seq. ID 


LIB317 6-090-P1-K1-D5 


Method 




IN 0 ± \J J. 




BLAST score 


461 


E value 


3.0e-46 


Match length 


104 


% identity 


86 


NCBI Description 


(U80071) glycolate oxidase [Mesembryanthemum crystallinum; 


Seq. No. 


158222 


Seq. ID 


LIB317 6-090-P1-K1-D7 



20746 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5767 

712 

2.0e-75 

138 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

158223 

LIB317 6-090-P1-K1-D8 

BLASTX 

g4688596 

330 

2.0e-31 

66 

92 

(AJ005682) inositol 1, 4, 5-trisphosphate 5-phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158224 

LIB3176-090-P1-K1-D9 

BLASTN 

g4512656 

164 

4.0e-87 

355 

88 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

158225 

LIB317 6-090-P1-K1-E1 

BLASTN 

gl66810 

333 

O.Oe+00 

393 

96 

Arabidopsis thaliana Columbia protein kinase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158226 

LIB3176-090-P1-K1-E11 

BLASTN 

g3660468 

153 

l.Oe-80 

241 

91 

Arabidopsis thaliana mRNA for Succinyl-CoA-ligase beta 
subunit 



20747 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158227 

LIB3176-090-P1-K1-E12 

BLASTN 

g2981615 

74 

l.Oe-33 

82 

98 

Arabidopsis thaliana itiRNA for 3-ketoacyl-CoA thiolase, 
complete cds 

158228 

LIB3176-090-P1-K1-E2 

BLASTX 

g3402686 

372 

2.0e-45 

117 

86 

(AC004697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158229 

LIB317 6-090-P1-K1-E4 

BLASTX 

g399013 

375 

2.0e-36 

79 

92 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

158230 

LIB3176-090-P1-K1-E5 

BLASTX 

gl213594 

388 

2.0e-59 

127 

96 

(X93080) responsible for fatty acid elongation from C28 to 
C30 [Arabidopsis thaliana] >gi_1655786 (U40849) CER2 gene 
product [Arabidopsis thaliana] >gi_4220539_emb_CAA23012_ 
(AL035356) CER2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158231 

LIB3176-090-P1-K1-E6 

BLASTX 

g3395436 

446 



20748 



E value 


2 . Oe-44 


Match length 


107 


% identity 


87 


NCBI Description 


(AC004 683) unknown protein [Arabidopsis thaliana 


Seq. No. 


1 c o o o o 

lo8232 


Seq. ID 


LIB317 6-090-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


gl565224 


BLAST score 


52 


E value 


9. Oe-21 


Match length 


72 


% identity 


93 


NCBI Description 


A. thaliana mRNA for salt-tolerance protein 


Seq. No. 


158233 


Seq. ID 


LIB317 6-090-Pl-Kl-Eo 


Method 


BLASTN 


NCBI GI 


g3047100 


BLAST score 


90 


E value 


4 . Oe-43 


Match length 


106 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC F6N23 


Seq. No. 


158234 


Seq. ID 


LIB3176-090-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g3869Q69 


BLAST score 


35 


E value 


4 . Oe-11 


Match length 


43 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, : 




MEB5/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


158235 


Seq. ID 


LIB3176-090-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


545 


E value 


4 . Oe-56 


Match length 


121 


% identity 


88 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


158236 


Seq. ID 


LIB317 6-090-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4567207 


BLAST score 


biy 


E value 


9.0e-65 


Match length 


116 


% identity 


98 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana; 


Seq. No. 


158237 



20749 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-090-P1-K1-F3 

BLASTN 

g4206762 

212 

l.Oe-116 

240 

97 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

158238 

LIB317 6-090-P1-K1-F4 

BLASTX 

g417103 

679 

l.Oe-71 

136 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi__16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U094 61) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911__emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_4 0384 69_gb__AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916, 1_ {AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

158239 

LIB3176-090-P1-K1-F5 

BLASTX 

gll68258 

264 

3.0e-23 

76 

67 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi_693692 {U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158240 

LIB3176-090-P1-K1-F6 

BLASTX 

gll5783 

594 

l.Oe-61 
114 



20750 



% identity 

NCBI Description 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) (Arabidopsis 
thaliana] 

158241 

LIB317 6-090-P1-K1-F8 

BLASTN 

g3402695 

268 

l.Oe-149 

272 

100 

Arabidopsis thaliana chromosome II BAG T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158242 

LIB3176-090-P1-K1-F9 

BLASTX 

g2529665 

394 

9.0e-66 

149 

89 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158243 

LIB317 6-090-P1-K1-G1 

BLASTX 

g2446981 

583 

3.0e-62 

127 

93 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158244 

LIB317 6-090-P1-K1-G10 

BLASTX 

g4263818 

289 

6.0e-26 

80 

68 

(AC006067) unknown protein [Arabidopsis thaliana] 
158245 

LIB317 6-090-P1-K1-G11 

BLASTX 

g2924779 

658 

3.0e-69 
130 



20751 



% identity 100 

NCBI Description (AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ {AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ {AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 


15824 6 


Seq. ID 


LIB3176-090-P1-K1-G12 


Method 


T TV m -KF 

BLASTX 


NCBI GI 


g2388710 


hsiiAoi score 


4/4 


E value 


1 . Oe-47 


Match length 


122 


% identity 


71 


NCBI Description 


(AF017150) betaine aldehyde dehydrogenase [Amaranthus 




hypochondriacus ] 


Seq. No. 


158247 


Seq. ID 


LIB3176-090-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gibyo /ly 


BLAST score 


61 


E value 


/ . /e+UU 


Match length 


41 


% identity 


59 


NCBI Description 


(D89342) luminal binding protein [Arabidopsis thaliana] 


Seq. No. 


158248 


Seq. ID 


LIBol7 6-090-Pl-Kl-G4 


Method 


BLASTN 


NCBI GI 


g3790582 


BLAST score 


1 A C 

125 


E value 


4 . Oe-64 


Match length 


1 A T 

197 


% identity 


97 


NCBI Description 


Arabidopsis thaliana RING-H2 finger protein RHCla mRNA, 




complete cds 


Seq. No. 


158249 • 


Seq. ID 


LIB317 5-090-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g4220627 


Dj_i/\oi score 


o o 


E value 


9.0e-39 


Match length 


147 


% identity 


5 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC cloi 




K20J1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158250 


Seq. ID 


LIB3176-090-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g3869065 


BLAST score 


75 


E value 


9.0e-35 


Match length 


75 



20752 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA,- chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 

158251. 

LIB317 6-090-P1-K1-G7 

BLASTX 

g4587542 

655 

6.0e-69 

125 

100 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


158252 


Seq. ID 


LIB317 6-090-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3044212 


BLAST score 


577 


E value 


6. Oe-60 


Match length 


107 


% identity 


99 


NCBI Description 


(AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 


Seq. No. 


158253 


Seq. ID 


LIB317 6-090-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl419388 


BLAST score - 


345 


E value 


2 . Oe-32 


Match length 


79 


% identity 


82 


NCBI Description 


(X98925) stromal ascorbate peroxidase [Arabidopsis 




thaliana] 


Seq. No. 


158254 


Seq. ID 


LIB3176-090-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g2656026 


BLAST score 


76 


E value 


5.0e-35 


Match length 


116 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MDF20 


Seq. No. 


158255 


Seq. ID 


LIB317 6-090-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2281648 


BLAST score 


157 


E value 


6.0e-83 


Match length 


173 


% identity 


98 


NCBI Description 


Arabidopsis thaliana AP2 domain containing protein 



clone : 



20753 



mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158256 

LIB3176-090-P1-K1-H11 

BLASTN 

g3980374 

149 

2.0e-78 

206 

98 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158257 

LIB3176-090-P1-K1-H12 

BLASTX 

gll03322 

397 

l.Oe-38 

140 

61 

(X78820) casein kinase I [Arabidopsis thaliana] 
158258 

LIB3176-090-P1-K1-H2 

BLASTX 

g3157937 

229 

2.0e-19 
47 ' 
100 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb__N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 

158259 

LIB3176-090-P1-K1-H3 

BLASTN 

g3928074 

191 

l.Oe-103 

227 

96 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] • 

158260 

LIB3176-090-P1-K1-H4 

BLASTX 

g4741948 

401 

5.0e-39 

137 

49 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 



20754 



Seq. No. 

Seq. TD 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158261 

LIB3176-090-P1-K1-H5 

BLASTX 

g3738092 

394 

3.0e-38 

76 

100 

(AC005617) similar to glyoxysomal malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 


158262 


Seq. ID 


LIB3176-090-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2245108 


BLAST score 


207 


E value 


7.0e-17 


Match length 


72 


% identity 


64 


NCBI Description 


{Z97343) EREBP-4 homolog [Arabidopsis thaliana] 


Seq. No. 


158263 


Seq. ID 


LIB3176-090-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2129636 


BLAST score 


356 


E value 


2.0e-35 


Match length 


89 


% identity 


87 


NCBI Description 


lipase - Arabidopsis thaliana >gi_1145627 (U38916; 




[Arabidopsis thaliana] 


Seq. No. 


158264 


Seq. ID 


LIB3176-091-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


325 


E value 


2.0e-30 


Match length 


74 


% identity 


85 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


158265 


Seq, ID 


LIB3176-091-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4220637 


BLAST score 


394 


E value 


O.Oe+00 


Match length 


402 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 




MIEl, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158266 


Seq. ID 


LIB3176-091-P1-K1-A11 


Method 


BLASTN 



clone : 



20755 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2791999 
262 

l.Oe-146 

280 

99 

Arabidopsis thaliana mRNA for ribosomal protein L4 
158267 

LIB3176-091-P1-K1-A12 

BLASTN 

g4589442 

103 

5.0e-51 

213 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVP2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158268 

LIB3176-091-P1-K1-A2 

BLASTN 

g4263694 

318 

l.Oe-179 

385 

99 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence/ complete sequence [Arabidopsis thaliana] 

158269 

LIB3176-091-P1-K1-A7 

BLASTX 

g730526 

431 

8.0e-43 

81 

98 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBCl protein 
[Arabidopsis thaliana] 

158270 

LIB317 6-091-P1-K1-A8 

BLASTN 

gl6210 

173 

8.0e-93 

185 

98 

Arabidopsis thaliana calnexin homolog 
158271 

LIB3176-091-P1-K1-B1 

BLASTN * 

g2244788 

70 



20756 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



l.Oe-31 

110 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I 
fragment No 



contig 



158272 

LIB317 6-091-P1-K1-B10 

BLASTX 

g3193323 

278 

4.0e-25 

58 

93 

{AF069299) similar to ribosomal protein S13 (Pfam; S15.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 

158273 

LIB317 6-091-P1-K1-B11 

BLASTN 

g2664199 

34 

l.Oe-09 

34 

100 

Arabidopsis thaliana GTL2 gene 
158274 

LIB317 6-091-P1-K1-B12 

BLASTN 

g3128138 

162 

4.0e-86 

246 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFO20, complete sequence [Arabidopsis thaliana] 

158275 

LIB317 6-091-P1-K1-B3 

BLASTX 

g2271485 

448 

6.0e-45 

89 

97 

(AF009647) arginine decarboxylase [Arabidopsis thaliana] 
>gi_3096940_emb_CAA18850.1_ (AL023094) arginine 
decarboxylase SPE2 [Arabidopsis thaliana] 

158276 

LIB317 6-091-P1-K1-B4 

BLASTX 

g3024022 

663 



20757 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



9.0e-70 

149 

8-4 

INITIATION FACTOR 5A-5 (EIF-5A) (EIF-4D) 

>gi_2225885_dbj_BAA20879_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 

158277 

LIB3176-091-P1-K1-B5 

BLASTN 

g4056476 

36 

3.0e-ll 

82 

85 

Arabidopsis thaliana chromosome II BAG F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158278 

LIB3176-091-P1-K1-C10 

BLASTX 

g3859606 

142--- 

2.0e-09 

51 

65 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 

158279 

LIB3176-091-P1-K1-C11 

BLASTX 

g3822223 

545 

4.0e-56 

122 

80 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

158280 

LIB3176-091-P1-K1-C2 

BLASTX 

g4538930 

329 

9.0e-31 

66 

100 

(AL049483) putative peroxidase [Arabidopsis thaliana] 
158281 

LIB3176-091-P1-K1-C3 

BLASTX 

g4454014 

258 

2.0e-22 
89 



20758 



% identity 

NCBI Description 



53 

(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158282 

LIB3176-091-P1-K1-C5 

BLASTN 

gl66645 

64 

5.0e-28 

111 

89 

Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 

158283 

LIB3176-091-P1-K1-C7 

BLASTN 

g4757405 

293 

l.Oe-164 

301 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJIO, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158284 

LIB317 6-091-P1-K1-C8 

BLASTX 

g399013 

318 

l.Oe-29 

67 

94 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA46518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158285 

LIB3176-091-P1-K1-C9 

BLASTN 

g3985931 

357 

O.Oe+OO 

377 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21H1, complete sequence [Arabidopsis thaliana] 

158286 

LIB3176-091-P1-K1-D1 

BLASTX 

gll69201 

499 



TAC clone: 



20759 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-50 

140 

76 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 {M98456) DRT112 (Arabidopsis thaliana] 



158287 

LIB3176-091-P1-K1-D10 

BLASTN 

g4220644 

231 

l.Oe-127 

242 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXL8, complete sequence [Arabidopsis thaliana] 



PI clone: 



158288 

LIB317 6-091-P1-K1-D11 

BLASTX 

g4049354 

402 - 

l.Oe-39 

77 

97 

(AL034567) glycine hydroxymethyltransf erase 
2 . 1 , 2 . 1) -like protein [Arabidopsis thaliana] 

158289 

LIB317 6-091-P1-K1-D12 

BLASTX 

g3281858 

287 

2.0e-26 
59 
95 

(AL031004) 
thaliana] 



EC 



ribosomal protein S6 - like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158290 

LIB317 6-091-P1-K1-D2 

BLASTX 

g3551052 

551 

l.Oe-56 

107 

100 

(AB011545) GF14 mu [Arabidopsis thaliana] • 
>gi_4559343_gb_AAD23005. 1_AC007087_24 (AC007087) DNA 
regulatory protein GF14 mu [Arabidopsis thaliana] 



158291 

LIB3176-091-P1-K1- 

BLASTX 

gl914683 

366 



D3 



20760 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



6.0e-35 

147 

55 

(Y12013) RAD23, isoform I [Daucus carota] 
158292 

LIB3176-091-P1-K1-D4 

BLASTN 

g4512656 

43 

4.0e-15 

54 

94 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

158293 

LIB317 6-091-P1-K1-D8 

BLASTN 

g3985931 

223 

l.Oe-122 
374 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K21H1, complete sequence [Arabidopsis thaliana] 

158294 

LIB317 6-091-P1-K1-E1 

BLASTN 

g4559375 

180 

l.Oe-96 

315 

97 

Arabidopsis thaliana chromosome II BAC FllClO genomic 
sequence, complete sequence 

158295 

LIB317 6-091-P1-K1-E11 

BLASTN 

g4581103 

313 

l.Oe-176 

313 

100 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

158296 

LIB317 6-091-P1-K1-E12 

BLASTN 

g2459406 

158 

l.Oe-83 

375 

99 



20761 



NCBI Description 



Arabidopsis thaliana chromosome II BAG F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


158297 


Seq. ID 


T TD'31 AQT _D1 —V\ _I?0 


Method 


dLAdIa 


NCBI GI 


g2 7ol Jy4 


BLAST score 




E value 


o Art 

o . Ue-bb 


Match length 


134 


? laentity 


y u 


NCBI Description 


(U/U4^:4) u-metinyicra] 


Seq. No. 


158298 


Seq. ID 


LIB3176-091-P1-K1-E3 


Method 


BLASl A 


NCBI GI 


g44b4U Jo 


BLAST score 


453 


E value 


Z . Ue-4 3 


Match length 


85 


% identity 


98 


NCBI Description 


^/vLU jyfi ; pucauive ] 




thaliana] 


Seq. No. 


158299 


Seq. ID 


LIB3176-091-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2655420 


BLAST score 


139 


E value 


5.0e-09 


Match length 


32 



1 [Arabidopsis thaliana] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

{AF035414) heat shock cognate protein HSC70 [Brassica 
napus] 

158300 

LIB317 6-091-P1-K1-E5 

BLASTN 

g2924652 

269 

l.Oe-150 

273 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9L2, complete sequence [Arabidopsis thaliana] 

158301 

LIB3176-Q91-P1-K1-E6 

BLASTN 

g3063438 

245 

l.Oe-135 

249 

91 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



20762 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158302 

LIB3176-091-P1-K1-E7 

BLASTX 

gll4335 

182 

6.0e-14 

44 

89 

PLASMA MEMBRANE ATPASE 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2/ plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158303 

LIB3176-091-P1-K1-E9 

BLASTN 

g2828188 

117 

2.0e-59 

161 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K3K3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158304 

LIB3176-091-P1-K1-F1 

BLASTX 

g2498397 

269 

l.Oe-23 

79 

61 

FERREDOXIN-THIOREDOXIN REDUCTASE, VARIABLE CHAIN (FTR-V) 
(FERREDOXIN-THIOREDOXIN REDUCTASE SUBUNIT A) (FTR-A) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158305 

LIB3176-091-P1-K1-F11 

BLASTN 

g4220627 

132 

5.0e-68 

394 

4 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K20J1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158306 

LIB3176-091-P1-K1-F12 

BLASTX 

gll72977 

595 

4.0e-70 

145 

99 

60S RIBOSOMAL PROTEIN 
ribosomal protein L18 



L18 >gi_606970 (U15741) 
[Arabidopsis thaliana] 



cytoplasmic 



20763 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158307 

LIB3176-091-P1-K1-F3 

BLASTN 

g2351073 

284 

l,0e-159 

292 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 

158308 

LIB317 6-091-P1-K1-F4 

BLASTX 

g2306917 

430 

8.0e-43 

80 

100 

{AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158309 

LIB3176-091-P1-K1-F5 

BLASTX 

g4490732 

502 

3.0e-51 

97 

98 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158310 

LIB317 6-091-P1-K1-F6 

BLASTN 

g4544461 

146 

2.0e-76 

194 

94 

Arabidopsis thaliana chromosome II BAC F23E6 genomic 
sequence, complete sequence 

158311 

LIB317 6-091-P1-K1-F7 

BLASTX 

g629692 

364 

3.0e-35 

76 

87 

hypothetical protein - common tobacco 

>gi_506471_emb_CAA56189_ {X79794) unnamed protein product 
[Nicotiana tabacum] 



Seq. No. 



158312 



20764 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 



LIB3176-091-P1-K1-F8 
BLASTX 
g399013 
289 

3.0e-26 
55 
100 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_4 4 5607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



(ADP/ATP TRANSLOCASE 1) 
(ANT 1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158313 

LIB317 6-091-P1-K1-G1 

BLASTX 

g2130028 

235 

3.0e-20 

53 ^ 
79 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ {X76604) 
HVB12D [Hordeum vulgare] >gi_34 45292_enib_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158314 

LIB317 6-091-P1-K1-G10 

BLASTN 

g681901 

42 

2.0e-15 

54 

94 

Arabidopsis thaliana gene for chloroplast RNA-binding 
protein cp29, complete cds (exonl, exon2, exon3, exon4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158315 

LIB317 6-091-P1-K1-G11 

BLASTX 

gll45697 

504 

3.0e-51 

106 

96 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158316 

LIB317 6-091-P1-K1-G12 

BLASTN 

g405130 

346 

O.Oe+00 

350 

100 



20765 



NCBI Description 



Arabidopsis thaliana nuclear-encodeci chloroplast stromal 
cyclophilin (R0C4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158317 

LIB3176-091-P1-K1-G2 

BLASTX 

gll6229 

283 

3.0e-25 

73 

82 

MITOCHONDRIAL CHAPERONIN HSP60 PRECURSOR 

>gi__9967 6_pir S20876 chaperonin hsp60 precursor - 

Arabidopsis thaliana >gi_16221_emb_CAA77646_ (Z11547) 
chaperonin hsp60 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158318 

LIB3176-091-P1-K1-G3 

BLASTN 

g2264318 

213 

l.Oe-116 

420 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158319 

LIB3176-091-P1-K1-G4 

BLASTN 

g2244829 

49 

6.0e-19 

89 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158320 

LIB3176-091-P1-K1-G5 

BLASTX 

g4678353 

471 

l.Oe-47 

94 

96 

(AL049659) cysteine endopeptidase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score . 
E value 
Match length 
% identity 



158321 

LIB3176-091-P1-K1-G7 

BLASTX 

g3123271 

489 

2.0e-49 

115 

83 



20766 



NCBI Description 



40S RIBOSOMAL PROTEIN S6 >gi_2224751_einb_CAA74381_ (¥14052) 
ribosomal protein S6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158322 

LIB3176-091-P1-K1-G8 

BLASTN 

g4538972 

194 

l.Oe-105 

454 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone F28M11 
(ESSA project) 

158323 

LIB317 6-091-P1-K1-G9 

BLASTN 

g2462780 

296 

l.Oe-166 

304 

99 

Arabidopsis thaliana carbamoyl phosphate synthetase small 
subunit mRNA (carA) , complete cds 

158324 

LIB3176-091-P1-K1-H1 

BLASTX 

g3660469 

680 

9.0e-72 

146 

95 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD21746. 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

158325 

LIB3176-091-P1-K1-H10 

BLASTX 

g2854070 

603 

9.0e-63 

126 

94 

(AF044914) putative histone deacetylase [Arabidopsis 
thaliana] 



158326 

LIB3176-091-P1-K1-H11 

BLASTX 

g3123279 

367 

4.0e-35 

110 

67 

40S RIBOSOMAL PROTEIN S26 >gi 



2651298 (AC002336) putative 



20767 



ribosomal protein S26 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score ' 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158327 

LIB3176-091-P1-K1-H12 

BLASTX 

gl621268 

469 

5.0e-47 

139 

64 

(Z81012) unknown [Ricinus communis] 
158328 

LIB3176-091-P1-K1-H2 

BLASTN 

g4159706 

188 

l.Oe-101 

196 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence 

158329 

LIB3176-091-P1-K1-H3 

BLASTN 

g3869068 

34 

2.0e-09 

126 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC16, complete sequence [Arabidopsis thaliana] 

158330 

LIB317 6-091-P1-K1-H8 
BLASTN 
g3869068 
96 

2.0e-46 
435 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC16, complete sequence [Arabidopsis thaliana] 

158331 

LIB317 6-091-P1-K1-H9 
BLASTX 
g2664200 
401 

5.0e-39 
147 
60 

(AJ003216) GTL2 [Arabidopsis thaliana] 



PI clone 



PI clone 



Seq. No. 
Seq. ID 



158332 

LIB3176-092-P1-K1-A1 



20768 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g480450 

167 

l.Oe-11 

86 

52 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi_402552 emb CAA49506 



1.1.86) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



beg . NO . 


i 30 J J J 


beg. iu 


LlbJl / D-Uy^-Fi-Ki-AlU 




OT AQTY 
DJj/IO i A 


NCBI GI 


gl931639 


BLAST score 


222 


E value 


3 . Ue-lo 


Match length 


O T 

o / 


% identity 


4 8 


NCBI Description 


(uyoy/o) lysopnospnolipase isolog 


Seg. No. 


158334 


Seg. ID 


LIBoi / D-Uy^-Pl-Kl-All 


Method 




NCBI GI 


g3128142 


BLAST score 


178 


E value 


8.0e-96 


Match length 


182 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MQN23, complete seguence [Arabidoj 


Seg. No. 


158335 


Seg. ID 


LIB3176-092-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2501188 


BLAST score 


374 


E value 


3.0e-36 


Match length 


86 


% identity 


88 ^ ■ 



PI clone: 



NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 
Seg. ID 
Method 
NCBI GI 



THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750__pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi__1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 

158336 

LIB3176-092-P1-K1-A5 

BLASTN 

g2143226 

54 

3.0e-22 

74 

93 

Brassica napus mRNA for glyoxysomal isocitrate lyase 
158337 

LIB317 6-092-P1-K1-A7 

BLASTN 

g3406034 



20769 



BLAST score 

E value 

Match length 

% identity 

NCBI . Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

2.0e-23 

73 

95 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence (Arabidopsis ' thaliana] 

158338 

LIB3176-092-P1-K1-A8 

BLASTN 

g4309719 

67 

3.0e-29 

67 

100 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158339 

LIB3176-092-P1-K1-B1 

BLASTX 

g2052379 

684 

2.0e-72 

126 

99 

(U66343) calreticulin [Arabidopsis thaliana] 
158340 

LIB317 6-092-P1-K1-B11 

BLASTN 

g3785968 

89 

l.Oe-42 

160 

97 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158341 

LIB3176-092-P1-K1-B12 

BLASTX 

g4539327 

462 

3.0e-46 

149 

65 

{AL035679) putative proton pump [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158342 

LIB3176-092-P1-K1-B2 

BLASTX 

gl35406 

619 

l.Oe-64 

135 

88 



207.70 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi__166912 {M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

158343 

LIB3176-092-P1-K1-B4 

BLASTX 

g3805846 

372 

4.0e-36 

82 

91 

{AL031986) DNA-directed RNA polymerase 
largest chain [Arabidopsis thaliana] 



(EC 2.7.7.6) II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158344 

LIB3176-092-P1-K1-B5 

BLASTN 

g4309683 

147 

5.0e-77 

213 

99 

Arabidopsis thaliana chromosome 1 BAC T31J12 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158345 

LIB3176-092-P1-K1-B6 

BLASTN 

g2288979 

170 

6.0e-91 

174 

99 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



S^q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158346 

LIB3176-092-P1-K1-B7 

BLASTN 

g3449327 

118 

4.0e-60 

122 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA23, complete sequence [Arabidopsis thaliana] 

158347 

LIB3176-092-P1-K1-B9 

BLASTX 

g4218120 

286 

l.Oe-27 

95 

72 



PI clone: 



20771 



NCBI Description 



(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 


158348 


beq. lu 


lilbJl / D"~Uy^ — rl-r\l— LI 


Method 


D T A O T> M 
DllAbi N 


NCBI GI 


«o n o r» o c 

gzyoUoo 


BLAST score 


yo 


E value 


z.Ue-4b 


Match length 


IOC 


15 Identity 




NCBI Description 


A. thaliana Lhcb4 gene 


Seq. No. 


158349 


Seq. ID 


LloJl / b-Uy^-r 1-Kl-UlU 


Method 


T> T TV c rpv 

BLASTX 


NCBI GI 


g276008 6 


BLAST score 


TOO 

732 


E value 


7 . Oe-78 


Match length 


14 9 


% identity 


o o 


NCBI Description 


( I iou4 b ; leucine-ricn 


Seq. No. 


158350 


Seq. ID 


LIB317 6-092-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g3985957 


BLAST score 


142 


E value 


3.0e-74 


Match length 


158 


% identity 


97 


NCBI Description 


Arabidopsis thaliana < 




MYN8, complete sequent 


Seq. No. 


158351 


Seq. ID 


LIB317 6-uy2-Pl-Kl-Clz 


Method 


VST 7\ o m V 

BLASTX 


NCBI GI 


g2662469 


BLAST score 


J14 


E value 


2 . Oe-29 


Match length 


72 


% identity 


ob 


nl,d1 uescription 


^ArUjfizi/; riDosoinai ] 


Seq. No. 


158352 


Seq. ID 


LIB317 6-092-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl31381 


BLAST score 


472 


E value 


l.Oe-47 


Match length 


101 


% identity 


97 



DNA, chromosome 5, PI clone: 



NCBI Description 



OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_99745_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi 22571_emb_CAA36675_ (X52428) 33 



20772 



kDa oxygen-evolving protein [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158353 

LIB317 6-092-P1-K1-C5 

BLASTX 

gll9975 

477 

3.0e-48 

97 

99 

FERREDOXIN PRECURSOR >gi_99692_pir SO 997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ {X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 {M35868) ferredoxin 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



158354 

LIB317 6-092-P1-K1-C6 

BLASTX 

g3608136 

298 

l.Oe-27 

59 

95 

(AC005314) defender against cell death [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158355 

LIB3176-092-P1-K1-C7 

BLASTX 

g2493045 

329 

8.0e-43 

136 

68 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655484_dbj_BAA13601_ (D88376) delta-prime subunit 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158356 

LIB317 6-092-P1-K1-C8 

BLASTX 

g3135611 

332 

4.0e-31 

68 

94 

{AF062485) cellulose synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158357 

LIB317 6-092-P1-K1-C9 

BLASTX 

g2088654 

448 

9.0e-45 

100 

89 



20773 



NCBI Description 



(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158358 

LIB317 6-092-P1-K1-D1 

BLASTX 

gl351082 

499 

7.0e-51 

95 

100 

SUPEROXIDE DISMUTASE, CHLOROPLAST PRECURSOR (FE) >gi_166700 
{M55910) Fe-superoxide dismutase [Arabidopsis thaliana] 



Seq. No. 


158359 


Seq. ID 


LIB317 6-092-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3914917 


BLAST score 


236 


E value 


7 . Oe-20 


Match length 


50 


% identity 


90 


Nubi uescripcion 


4Ub KlbUoUMAli rKUiblN ooA 


Seq. No. 


158360 


Seq. ID 


LIB317 6-092-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3522936 


BLAST score 


300 


E value 


2.0e-27 


Match length 


81 


% identity 


75 


NCBI Description 


(AC004411) putative alcohc 




thaliana] 


Seq. No. 


158361 


Seq. ID 


LIB317 6-092-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g3402671 


BLAST score 


370 


E value 


O.Oe+00 


Match length 


411 


% identity 


97 



NCBI Description 



Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158362 

LIB3176-092-P1-K1-D3 

BLASTX 

g4582787 

329 

8.0e-31 

77 

86 

(AJ012281) adenosine kinase [Zea mays] 



Seq. No. 



158363 



20774 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-092-P1-K1-D4 

BLASTN 

g3849811 

108 

3.0e-54 

124 

97 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158364 

LIB3176-092-P1-K1-D5 

BLASTX 

g3914996 

380 

7.0e-37 

100 

74 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1665831_dbj_BAA13640_ (D88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_2804260_dbj_BAA24441_ {AB010408) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_3367581_emb_CAA20033_ (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158365, 

LIB3176-092-P1-K1-D6 

BLASTX 

gll70503 

267 

l.Oe-23 

55 

95 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

158366 

LIB3176-092-P1-K1-D7 

BLASTN 

g2182286 

136 

l.Oe-70 

139 

99 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158367 

LIB317 6-092-P1-K1-D9 

BLASTX 

g2529680 

588 

4.0e-61 



20775 



Match length 
% identity. 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
47 

(AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 

158368 

LIB3176-092-P1-K1-E1 

BLASTX 

g4454037 

722 

9.0e-77 

138 

96 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

158369 

LIB317 6-092-P1-K1-E10 

BLASTN 

g4691223 

116 

2.0e-58 

116 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

158370 

LIB317 6-092-P1-K1-E11 

BLASTX 

g4056502 

624 

3:0e-65 

136 

89 

{AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
158371 

LIB3176-092-P1-K1-E12 

BLASTX 

g4559369 

286 

3.0e-26 

57 

95 

(AC006585) putative Rieske iron-sulfur protein [Arabidopsis 
thaliana] 

158372 

LIB3176-092-P1-K1-E4 

BLASTX 

g3046696 

429 

2.0e-42 

79 

100 

{AL022224) CTP synthase lilce protein [Arabidopsis thaliana] 



20776 



Seq. No. 


1 J / J 


Seq. ID 


LIB3176-092-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g±DD / / i 


BLAST score 


D / 


E value 


£. . Ue-/: J 


Matcn iengrn 


bo 


% identity 


y / 


NCBI Description 


A.thaliana isocitrate 


Seq. No. 


loo J / 4 


Seq. ID 




Method 


BLASTN 


NCBI GI 


g3785968 


BLAST score 


n n ri 
iOU 


E value 


i . ue-4 y 


Match length 


173 


% identity 


y / 


NCBI Description 


Arabidopsis thaliana ' 




sequence, complete se^ 


beq. INO . 


IDO O f D 


Seq. ID 


LIB3176-092-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2146797 


BLAST score 


475 


E value 


9.0e-48 


Match length 


138 


% identity 


45 



5' end 



NCBI Description 



protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158376 

LIB3176-092-P1-K1-E8 

BLASTX 

gl363489 

699 

5.0e-74 

131 

98 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

158377 

LIB3176-092-P1-K1-F1 

BLASTX 

g3688799 

542 

l.Oe-55 

114 

96 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



■20777 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158378 

LIB3176-092-P1-K1-F10 

BLASTX 

g2827552 

608 

2.0e-63 

125 

70 

(AL021635) predicted protein [Arabidopsis thaliana] 
158379 

LIB3176-092-P1-K1-F11 

BLASTX 

g2791423 

183 - * 

2.0e-13 

62 

55 

(AL021185) bcp [Mycobacterium tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158380 

LIB317 6-092-P1-K1-F12 

BLASTN 

g484109 

122 

5.0e-62 

444 

98 

Arabidopsis thaliana chloroplast glyceraldehyde-3-phosphate 
dehydrogenase B subunit gene, 5 * end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158381 

LIB3176-092-P1-K1-F2 

BLASTN 

g3047074 

97 

2.0e-47 

177 

99 

Arabidopsis thaliana BAC F21E10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158382 

LIB3176-092-P1-K1-F3 

BLASTX 

g4704766 

304 

8.0e-28 

86 

45 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



158383 

LIB3176-092-P1-K1-F4 

BLASTX 

g2500347 



20778 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



425 

7.0e-42 

128 

69 

NHP2/RS6 FAMILY PROTEIN yEL026W HOMOLOG 
>gi_3878 691_emb_CAA9q.l27_ {Z4 9911) similar to ribosomal 
protein (L7AE familyf; cDNA EST EMBL:D73957 comes from this 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 

158384 

LIB3176-092-P1-K1-F5 

BLASTN 

g4454447 

200 

l.Oe-109 

212 

99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158385 

LIB3176-092-P1-K1-F8 

BLASTX 

gl621268 

400 

5.^0e-39 

120 

62 

(Z81012) unknown [Ricinus communis] 
158386 

LIB3176-092-P1-K1-F9 

BLASTX 

g3264759 

211 

2.0e-17 

60 

70 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 
158387 

LIB3176-092-P1-K1-G10 

BLASTX 

gl27041 

504 

2.0e-51 

109 

91 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 



158388 



20779 





Seq. ID 






Method 


BLASTN 




NCBI GI 


g2351070 




BLAST score 


93 




E value 






Match length 


ICO 




% identity 






NCBI Description 


riraDXQopsxs Lnaxiarici gciiuiiiiv^ ulnm.^ uiixv^iuuouiuc? tx k^j^kjuk^ » 






Minimi, comp±eue sequence [/irauiaopsis unaxianaj 




Seq. No. 


ioo joy 




Seq. ID 


LlBoi / D-Uyz — r i-J\i-biZ 




Method 


BLASTN 




NCBI GI 


g3687221 




BLAST score 


366 




E value 


u , ue+uu 




Match length 






% identity 


98 




NCBI Description 


AraoiQopsis tinaxxana cnroiuosoine i x oi-i.^ r or y einjiux^-. 






sequence i complete sequence [Arabidopsis thalxana ] 




Seq. No. 


1 c: Q T on 


s 


Seq. ID 


LIBol / D-Uyz-ri-Ki-bz 




Method 


BLASTN 




NCBI GI 


g2914688 


— .r- 


BLAST score 


261 




E value 


1 . Ue-14 o 


=1= 


Match length 


265 


o 


% identity 


100 




NCBI Description 


AraDXuopsxs tznaxxana cnroitiosome ix dhu czfixi/ genomxc 






sequence , complete sequence [Arabidopsis thai i ana] 




Seq. No. 


1 Q Q en 
iDooy X 




Seq. ID 


LIB317 6-0y2-Pl-Kl-G4 




Method 


BLASTX 




NCBI GI 


g4056502 




BLAST score 


col 




E value 


6.0e-54 




Match length 


106 




% identity 


yo 




NCBI Description 


( ALUUoo y b ) 4 Uo rxDOSomax prorexn oD l Araoxaopsxs unaxxdiia j 




Seq. No, 


xoo oyz 




Seq. ID 


LIB31 / D-Uy/-Pl-Ki-Cj / 




Method 


BLASTX 




NCBI GI 


g3386611 




BLAST score 


1/11 • 




E value 


1 . Oe-Uy 




Match length 


66 




% identity 


yi o 
4 O 




NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 




Seq. No. 


158393 




Seq. ID 


LIB3176-092-P1-K1-G8 




Method 


BLASTX 




NCBI GI 


gl346194 




BLAST score 


280 



20780 



E value 
Match length 
% identity 
NCBI Description 



4.0e-38 

106 

81 

GLUTATHIONE REDUCTASE, CYTOSOLIC (GR) (GRASE) (OBP29) 
>gi_1022797 (U37697) glutathione reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% "identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158394 

LIB3176-092-P1-K1-G9 

BLASTX 

gl29960 

183 

6.0e-14 

60 

55 

4-NITROPHENYLPHOSPHATASE 



(PNPPASE) 



158395 

LIB3176-092-P1-K1-H1 

BLASTN 

g3449322 

156 

l.Oe-82 

160 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC17, complete sequence [Arabidopsis thaliana] 

158396 

LIB3176-092-P1-K1-H12 

BLASTN 

g3522932 

296 

l.Oe-166 

349 

96 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158397 

LIB317 6-092-P1-K1-H3 

BLASTN 

g405130 

345 

O.Oe+OO 

345 

100 

Arabidopsis thaliana nuclear-encoded chloroplast stromal 
cyclophilin (R0C4) mRNA, complete cds 

158398 , 

LIB3176-092-P1-K1-H4 

BLASTN 

g4580744 

38 

l.Oe-12 
56 



20781 



% identity 


yi 


NCBI Description 


Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 




1, complete secjuence 


O >^ KT^^ 

beq. NO. 




beq. lu 


LiBoi / b-Uyz-Pl-Kl-Hb 


Method 


BLASTX 


NCBI GI 


gl708107 


DiiAo i score 


Do 


E value 


o . Ue-14 


Matcn iengtn 


ol 


% Identity 




NLoi Description 


HISTONE HzB >gi 4/Jd(jo (Uuozzd) nistone HzB [Zea maysj 


becj. NO. 




beq. ID 


liibJl /o-Uyz-Fl-Kl-H/ 


Method 


BLASTX 




gi JZO D J 


BLAST score 


502 


E value 


3.0e-51 


Matcn Iengtn 


yo 


% identity 


95 


NCBI Description 


CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 




>gi_lz^l4_emD CAA4d5do (X65615) riDosomal protein L2 




[Sinapis alba] 


Seq. No. 


loo 4 Ul 


Seq. ID 


LIB317b-0y2-Pl-Kl-H8 


Method 


Q T A C "PM 

iJLAb i N 


NCBI GI 


g2618601 


BLAST score 


216 


E value 


1 . Ue-1 lo 


Match length 


O O A 

220 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MHJ24, complete sequence [Arabidopsis thaliana] 


beq. NO. 


10o4 


Seq. ID 


LIBol / D-Oyz-Pl-Kl-Hy 


Method 


DT a CPM 

DliAb i IN 


NCBI GI 


gl490552 


BLAST score 


279 


E value 


1 . Oe-loo 


Matcn iengtn 


O Q T 


% identity 


99 


NLbi Description 


Arabidopsis thaliana S-adenosylmethionine decarboxylase 




(SAMdc) mRNA, complete cds 


beq. NO. 


1 c: Q /I n T 
loy 4Uo 


o6q . 1 u 


J-illsOl /D U^J ri JM /41 


Method 


BLASTX 


NCBI GI 


gl706749 


BLAST score 


114 


E value 


l.Oe-15 


Match length 


51 


% identity 


88 



NCBI Description 3-OXOACYL- [ACYL-CARRIER- PROTEIN] SYNTHASE I PRECURSOR 

20782 



(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U24177) 
3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 
thaliana] 



Seq. No. 


158404 


Seq. ID 


LIB3176-093-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2062161 


BLAST score 


203 


E value 


2.0e-16 


Match length 


48 


% identity 


83 


NCBI Description 


(AC001645) jasmonate inducible protein 




thaliana] 


Seq. No. 


158405 


Seq. ID 


LIB317 6-093-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2317911 


BLAST score 


370 


E value 


9.0e-36 


Match length 


94 


% identity 


85 


NCBI Description 


(U89959) similar to GTP-binding prote 




thaliana] 


Seq. No. 


158406 


Seq. ID 


LIB317 6-093-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g414340 


BLAST score 


146 


E value 


l.Oe-76 


Match length 


187 


% identity 


95 


NCBI Description 


A. thaliana rd21A gene for thiol protea; 


Seq. No. 


158407 


Seq. ID 


LIB317 6-093-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g4262221 


BLAST score 


32 


E value 


9. Oe-09 


Match length 


84 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 




sequence, complete sequence [Arabidops. 


Seq. No. 


158408 


Seq. ID 


LIB317 6-093-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g4490291 


BLAST score 


102 


E value 


l.Oe-50 


Match length 


130 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




(ESSA project) 



20783 



Seq. No. 


lo8409 


Seq. ID 


LIB317 6-093-P1-K1-A7 


Method 


BLASTX 






BLAST score 


ceo 


E value 


D.Oe-o/ 


Match length 


1 on 


% identity 


93 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thaliana 


Seq. No. 


1584 10 


Seq. ID 


LIBol /D-Uy J-Pl-Kl-Ao 


Method 


BLASTN 


NCBI GI 


g2828188 


BLAST score 


/y 


E value 


8 . Oe-37 


Match length 


130 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K3K3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158411 


Seq. ID 


LIB317D-0y3-Pl-Kl-Bll 


Method 


BLASTN 


NCBI GI 


g2317728 


BLAST score 


104 


E value 


1 . Oe-51 


Match length 


120 


% identity 


97 


NCBI Description 


Arabidopsis thaliana reversibly glycosylated polypeptide- 




(AtRGP) mRNA, complete cds 


Seq. No. 


1 C O ^ 1 o 

iOo4 IZ 


Seq. ID 


LIB31 /D-0y3-Pl-Kl-Blz 


Method 


BLASTN 


NCBI GI 


g4337186 


BLAST score 


2o3 


E value 


1 . Oe-140 


Match length 


274 


% identity 


yy 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T28I24 genomic 




sequence/ complete sequence [Arabidopsis thaliana] 


Seq. No, 


loo4 13 


Seq. ID 


TToOTTC noo m Tv^i no 
LIBol / D-Uy J-Pl-Kl-BZ 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score 


lob 


cj vaxue 


/ . U6 11 


Match length 


59 


% identity 


59 


NCBI Description 


(AC004218) putative ribosomal protein L35 [Arabidopsis 




thaliana] 


Seq. No. 


158414 


Seq. ID 


LIB3176-093-P1-K1-B3 



20784 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3128228 

396 

5.0e-39 

77 

96 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 


158415 


Seq. ID 


LIB3176-093 


Method 


BLAST N 


NCBI GI 


g3193311 


BLAST score 


79 


E value 


6.0e-37 


Match length 


115 


% identity 


92 


NCBI Description 


Arabidopsis 


Seq. No. 


158416 


Seq. ID 


LIB3176-093 


Method 


BLASTX 


NCBI GI 


g2583135 


BLAST score 


50 


E value 


5.0e-51 


Match length 


111 


% identity 


93 


NCBI Description 


(AC002387) 



-B4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4322477_gb_AAD16053_ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 

158417 

LIB3176-093-P1-K1-B8 

BLASTN 

g4539290 

86 

4 .Oe-41 

102 

97 

Arabidopsis thaliana DNA chromosome 4, BAG clone F14M19 
(ESSA project) 

158418 

LIB3176-093-P1-K1-C1 

BLASTX 

g542005 

204 

l.Oe-16 

57 

65 

endoxyloglucan transferase - adzuki bean 

>gi_4 69510_dbj_BAA03925_ (D16458) endo-xyloglucan 

transferase [Vigna angularis] 



Seq. No. 



158419 



20785 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-093-P1-K1-C10 

BLASTN 

g2113824 

48 

4.0e-18 

76 

91 

Brassica juncea ruRNA for glyoxalase I 
158420 

LIB317 6-093-P1-K1-C11 

BLASTN 

g4567193 

125 

7.0e-64 

336 

97 

Arabidopsis thaliana chromosome II BAG T26C19 genomic 
sequence, complete sequence 

158421 

LIB3176-093-P1-K1-C12 

BLASTN 

g4490717 

82 

9.0e-39 

118 

92 

Arabidopsis thaliana DNA chromosome 4, BAG clone (ESSA 
project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158422 

LIB3176-093-P1-K1-C2 

BLASTN 

g2191126 

103 

5.0e-51 

192 

96 

Arabidopsis thaliana BAG IG002N01 
158423 

LIB3176-093-P1-K1-C5 

BLASTX 

gl546698 

232 

7.0e-20 

43 

100 

(X98808) peroxidase ATP3a [Arabidopsis thaliana] 
158424 

LIB3176-093-P1-K1-C6 

BLASTX 

gl363489 

60 

6.0e-37 



20786 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



83 
88 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

158425 

LIB317 6-093-P1-K1-C7 

BLASTN 

g4567237 

197 

l.Oe-107 

261 

94 

Arabidopsis thaliana chromosome II BAG T22F11 genomic 
sequence, complete sequence 

158426 

LIB317 6-093-P1-K1-C8 

BLASTN 

g3298532 

125 

3.0e-64 

129. 
99 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158427 

LIB317 6-093-P1-K1-C9 

BLASTN 

gl66761 

140 

4 .Oe-73 

188 

94 

A. thaliana heat shock protein HSP70-1 gene, exon 1 
158428 

LIB3176-093-P1-K1-D12 

BLASTN 

g2182287 

112 

l.Oe-56 

128 

97 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

158429 

LIB3176-093-P1-K1-D3 

BLASTN 

gl483149 

34 

8.0e-10 

102 

84 



20787 



NCBI Description 



Arabidopsis thaliana mRNA for monodehydroascorbate 
reductase, complete cds 



Seq. No. • 


158430 


Seq. ID 


TTo'aiTC no's Di— tiTi— 


Method 


n T TV O IT> V 

BLASTX 


NCBI GI 


g474 19Di^ 


BLAST score 


Zoo 


E value 


5 . Oe-24 


Match length 


59 


% identity 




NCBI Description 


( Ar io4 i Z b J LinCD J prOL' 


Seq. No. 


1 c: Q /1 1 1 


Seq. ID 


LIB3176-093-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl6255 


BLAST score 


95 


E value 


2.0e-46 


Match length 


99 


% identity 


54 


NCBI Description 


A. thaliana A2 and A3 




1-alpha 



Seq. No. 


158432 




Seq. ID 


LIB3176-093-P1-K1-D7 




Method 


BLASTN 




NCBI GI 


g4455262 




BLAST score 


133 




E value 


5.0e-69 




Match length 


169 




% identity 


95 




NCBI Description 


Arabidopsis thaliana 


DNA 




(ESSAII project) 




Seq. No. 


158433 




Seq. ID 


LIB3176-093-P1-K1-D8 




Method 


BLASTN 




NCBI GI 


g2191181 




BLAST score 


76 




E value 


6.0e-35 




Match length 


188 




% identity 


70 




NCBI Description 


Arabidopsis thaliana 


BAC 


Seq. No. 


158434 




Seq. ID 


LIB3176-093-P1-K1-D9 




Method 


BLASTN 




NCBI GI 


gl6562 




BLAST score 


59 




E value 


3.0e-25 




Match length 


59 




% identity 


100 




NCBI Description 


A. thaliana gene for tRNA- 


Seq. No. 


158435 




Seq. ID 


LIB3176-093-P1-K1-E2 





F17L22 



-S) 



20788 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4775271 

264 

2.0e-23 

55 

87 

(AJ131214) SF2/ASF-like splicing modulator Srp30, variant 
[Arabidopsis thaliana] 

158436 

LIB3176-093-P1-K1-E3 

BLASTX 

g4539297 

91 

2.0e-27 

103 

66 

(AL049480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 

158437 

LIB317 6-093-P1-K1-E4 

BLASTX 

g3676762 

149 

4.0e-10 

43 

74 

(AF087136) RS6/L7A ribosomal protein homolog 
[Schizosaccharomyces pombe] 

158438 

LIB317 6-093-P1-K1-E5 

BLASTN 

g2264312 

184 

3.0e-99 

250 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158439 

LIB3176-093-P1-K1-E7 

BLASTN 

gl6347 

94 

l.Oe-45 

189 

87 

A. thaliana mRNA for inorganic pyrophosphatase 
158440 

LIB317 6-093-P1-K1-E8 

BLASTN 

gl6523 

190 



20789 



E value 
Match length 
% identity 
NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-103 

211 

97 

A.thaliana STP4 mRNA 
158441 

LIB3176-093-P1-K1-E9 

BLASTN 

g2864607 

32 

2.0e-09 

55 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



158442 

LIB317 6-093-P1-K1-F10 

BLASTX 

g2499606 

307 

2,0e-28 

60 

95 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 2 
(ATMPK2) >gi_533281_dbj_BAA03536_ (D14714) 
[Arabidopsis thaliana] 



(MAP KINASE 2) 
ATMPK2 



158443 

LIB317 6-093-P1-K1-F3 

BLASTN 

g3659491 

417 

0. 0e+00 
451 

98 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

158444 

LIB317 6-093-P1-K1-F5 

BLASTN 

g2289094 

95 

2.0e-46 

127 

94 

Arabidopsis thaliana WD-40 repeat protein (AtArcA) mRNA, 
complete cds 

158445 

LIB317 6-093-P1-K1-F7 

BLASTN 

g4371278 

117 

2.0e-59 
196 



20790 



% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T2N18 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No, 


158446 


Seq. ID 


LIB3176-093-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2160158 


BLAST score 


537 


E value 


4.0e-55 


Match length 


102 


% identity 


95 


NCBI Description 


{AC000132) Similar to elongation factor 1-gamma 




(gb EFIG XENLA) . ESTs gb T20564 , gb__T45940, gb_T04527 come 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


158447 


Seq. ID 


LIB3176-093-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl246768 


BLAST score 


245 


E value 


2.0e-21 


Match length 


55 


% identity 


82 


NCBI Description 


(X94299) glutamate — ammonia ligase [Lotus japonicus] 


Seq. No. 


158448 


Seq. ID 


LIB3176-093-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2462929 


BLAST score 


491 


E value 


8.0e-50 


Match length 


99 


% identity 


97 


NCBI Description 


(Y12295) glutathione transferase [Arabidopsis thaliana] 


Seq. No. 


158449 


Seq. ID 


LIB317 6-093-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


g3702730 


BLAST score 


66 


E value 


9 . Oe-29 


Match length 


97 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




• MAB16, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158450 


Seq. ID 


LIB317 6-093-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


g4 lloo /U 


BLAST score 


190 


E value 


l.Oe-103 


Match length 


231 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F27D4 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



20791 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158451 

LIB3176-093-P1-K1-G7 

BLASTN 

g3928074 

106 

9.0e-53 

134 

95 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete, sequence [Arabidopsis thaliana] 

158452 

LIB317 6-093-P1-K1-G8 

BLASTX 

g2497486 

307 

2.0e-28 

69 

87 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158453 

LIB3176-093-P1-K1-G9 

BLASTX 

g3044212 

593 

9.0e-62 

111 

99 

(AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 
158454 

LIB3176-093-P1-K1-H1 

BLASTN 

g3522932 

270 

l.Oe-150 

287 

98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158455 

LIB3176-093-P1-K1-H10 

BLASTN 

g4689466 

76 

l.Oe-34 

131 

98 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 



Seq. No. 



158456 



20792 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length • 

% identity 

NCBI Description 



LIB317 6-093-P1-K1-H12 

BLASTX 

g3157937 

326 

6.0e-31 
83 

90 • ' 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb AA728734, gb 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158457 

LIB3176-093-P1-K1-H2 

BLASTN 

g2618602 

79 

2.0e-36 

324 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158458 

LIB317 6-093-P1-K1-H3 

BLASTN 

g414339 

104 

8.0e-52 

132 

95 

A. thaliana rdl9A gene for thiol protease, 
and exon 



exon 1, exon 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158459 

LIB317 6-093-P1-K1-H4 

BLASTN 

g343517 

78 

7 .Oe-36 
172 
90 

Tobacco 
flanks 



(N.tabacum) chloroplast Met-tRNA, Val-tRNA-uac and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158460 

LIB317 6-093-P1-K1-H7 

BLASTX 

gl346526 

308 

2.0e-28 

67 

85 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 

ADENOSYLTRANSFERASE 2) {ADOMET SYNTHETASE 2) 

>gi_107 6533_pir S52218 methionine adenosyltransf erase 



(EC 



20793 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI. 

BLAST s^core 

E value 

Match length 

% identity 

NCBI Description 



2.5.1.6) - garden pea >gi_609225_emb__CAA57581_ (X82077) 
methionine adenosyltransf erase [Pisum sativum] >gi_609559 
(L36681) S-adenosylmethionine synthase [Pisum sativum] 

158461 

LIB3176-093-Pi-Kl-H9 

BLASTX 

g2129729 

531 

2.0e-54 

112 

93 

senescence-associated protein senl - Arabidopsis thaliana 
>gi_1046270 (U26945) senescence-associated protein 
[Arabidopsis thaliana] >gi_3367595_emb_CAA2004 7_ (AL031135) 
senescence-associated protein senl [Arabidopsis thaliana] 
>gi_3805843_emb_CAA214 63_ (AL031986) senescence-associated 
protein senl [Arabidopsis thaliana] 

158462 

LIB317 6-094-P1-K1-A1 

BLASTX 

g4567286 

394 

l.Oe-38 

78 

97 

(AC006841) 
thaliana] 



putative coatomer alpha subunit [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
■ % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158463 

LIB317 6-094-P1-K1-A10 

BLASTN 

g4512656 

46 

3.0e-17 

58 

95 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

158464 

LIB317 6-094-P1-K1-A11 

BLASTX 

g4587542 

371 

4.0e-36 

75 

91 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb__T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



158465 

LIB317 6-094-P1-K1-A3 

BLASTN 

g4263774 



20794 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ■ length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



284 

l.Oe-159 

343 

99 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158466 

LIB3176-094-P1-K1-A6 

BLASTX 

g2244749 

211 

2.0e-17 

46 

89 

{Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 



158467 

LIB3176-094-P1-K1-A7 

BLASTX 

gl66867 

535 

7.0e-55 

125 

84 

(J05216) ribosomal protein 
67) [Arabidopsis thaliana] 



Sll (probable start codon at 



158468 

LIB3176-094-P1-K1-A8 

BLASTX 

g4581146 

268 

6.0e-24 

68 

82 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

158469 

LIB3176-094-P1-K1-A9 

BLASTX 

gl350965 

263 

2.0e-23 

56 

89 

40S RIBOSOMAL PROTEIN S23 (S12) 
158470 

LIB3176-094-P1-K1-B1 

BLASTN 

g4106537 

219 

l.Oe-120 

247 

97 



20795 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana gamma -tocopherol methyltransf erase 
(g-TMT) mRNA, nuclear gene encoding plastid protein, 
complete cds 

158471 

LIB3176-094-P1-K1-B10 

BLASTX 

g3023848 

314 

3.0e-29 

70 

62 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158472 

LIB3176-094-P1-K1-B12 

BLASTX 

g3776564 

512 

3.0e-52 

113 

90 

(AC005388) 
gi_3075397 from A 
thaliana] 



Similar to hypothetical protein T1D16.16 

thaliana BAC gb_AC004484. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158473 

LIB3176-094-P1-K1-B2 

BLASTX 

g4106538 

473 

8.0e-48 

94 

94 

(AF104220) 
thaliana] 



gamma-tocopherol methyltransf erase, [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158474 

LIB3176-094-P1-K1-B3 

BLASTN 

g3482964 

209 

l.Oe-114 

278 

100 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

158475 

LIB3176-094-P1-K1-B5 

BLASTX 

gl352347 

389 

6.0e-38 



20796 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



78 
99 

ELONGATION FACTOR 1-BETA Al (EF-l-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398 668_einb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 

158476 

LIB317 6-094-P1-K1-B6 

BLASTN 

g3927822 

106 

l.Oe-52 

242 

98 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158477 

LIB3176-094-P1-K1-B7 

BLASTN 

g2738247 

91 

6.0e-44 

134 

93 

Arabidopsis thaliana cobalamin-independent methionine 
synthase (ATCIMS) mRNA, complete cds 

158478 

LIB3176-094-P1-K1-C1 

BLASTX 

g3128228 

479 

2.0e-48 

94 

95 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

158479 

LIB317 6-094-P1-K1-C2 

BLASTN 

g2979540 

84 

l.Oe-39 

196 

99 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158480 

LIB317 6-094-P1-K1-C3 

BLASTX 

g3122914 



20797 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310 

5.0e-29 

60 

97 

VALYL-TRNA SYNTHETASE ( VALINE--TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158481 

LIB3176-094-P1-K1-C4 

BLASTX 

gll70373 

57 

7.0e-34 

79 

97 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

158482 

LIB317 6-094-P1-K1-C7 

BLASTN 

g4512690 

108 

6.0e-54 

184 

96 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158483 

LIB3176-094-P1-K1-C8 

BLASTX 

g267081 

245 

3.0e-21 

51 

90 

TUBULIN BETA-7 CHAIN >gi_320188_pir JQ1591 tubulin beta-7 

chain - Arabidopsis thaliana >gi__166906 (M84704) beta-7 
tubulin [Arabidopsis thaliana] >gi_3980381 (AC004561) 
tubulin beta-7 chain [Arabidopsis thaliana] 

158484 

LIB317 6-094-P1-K1-C9 

BLASTN 

g3150006 

182 

4.0e-98 

202 

66 

CIC5B11.1' check: 4870 from: 1 
sequence [Arabidopsis thaliana] 



to: 167234, complete 



Seq. No, 



158485 



20798 



beq. iu 






DT 7\ CTM 

DLiAb i N 


NCBI GI 


gl709235 


BLAST score 


52 


E value 


i . ue-zu 


Match length 


bU 


% Identity 


y / 


NLrSi Description 


Arabidopsis thaliana 




luRNA, complete cds 


beCJ. NO. 


1 ti^Q A Q C 
XDO*± O D 


O « T Pi 

beq. ID 


Llooi / D-Uyy-rl-Kl-Uii 


Method 


DiiHb 1 IN 


NCBI GI 


g4376087 


BLAST score 


237 


E value 


i . ue— i j± 


Match length 


24 y 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




fragment No 


beq. NO. 


i Oo 4 o / 


Seq. ID 


TTClOTTC AOyl P>T VT Pi10 

LIBJl / D-0y4-Pl-Kl-D12 


lYie unoa 




NCBI GI 


gl363489 


BLAST score 


165 


E value 


5.0e"12 


Match length 


31 


% identity 


100 


NCBI Description 


thioglucosidase (EC 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

158488 

LIB3176-094-Pl"Kl-D2 

BLASTX 

g4587542 

172 

l.Oe-12 

34 

100 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z38046 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158489 

LIB317 6-094-P1-K1-D3 

BLASTN 

g3164131 

150 

6,0e-79 

158 

99 

Arabidopsis thaliana mRNA for cytochrome P4 50 
monooxygenase, complete cds, clone P450-12 



Seq. No. 



158490 



20799 





iflDOl / D-Uy4 -P1-K1-U4 


Method 


BLASTN 


NCBI GI 


gl707363 


BLAST score 


Jo 


E value 


1 - Oe-12 


Match length 


64 


% Identity 




NCBI Description 


A.thaliana itiRNA for AATP2 


beq. No. 


ioo4 yi 


becj. lu 


r\QA D1 nc; 

LiliiJl / b — Uy 4 — r i — Kl — UD 


Method 


BLASTX 


NCBI GI 


g4567207 


oLiAbi score 


1 yi 


E value 


^ . Ue-lo 


Match length 


52 


% identity 


y<c 


NCBI Description 


(AC007168) unknown protein 


Seq. No. 


lbo4 y^ 


Seq. ID 


LIB317 6-094- PI -K1-D6 


MetnOu 


BLASTX 


NCBI GI 


g4582468 


BLAST score 


159 


E value 


3 . Oe-11 


Match length 


39 


% identity 


85 


NCBI Description 


(AC007071) putative 40S ril 




C-terminal domain [Arabido] 


Seq. No. 


lDo4 33 


beq. lu 


JjIdji / d— uy^ — rl— J\1— Uo 


Method 


BLASTN 


NCBI GI 


g4309683 


BLAST score 


79 


E value 


8.0e-37 


Match length 


86 


% identity 


98 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

158494 

LIB3176-094-P1-K1-D9 

BLASTN 

g2317728 

112 

2.0e-56 

140 

96 

Arabidopsis thaliana reversibly glycosylated polypeptide- 
(AtRGP) mRNA, complete cds 

158495 

LIB317 6-094-P1-K1-E11 

BLASTN 

g3046853 

94 



20800 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-45 

147 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRA19, complete sequence [Arabidopsis thaliana] 

158496 

LIB317 6-094-P1-K1-E12 

BLASTX 

g2129533 

583 

l.Oe-60 

119 

97 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb_CAA89201_ (Z4 9227) adenine nucleotide 
translocase [Arabidopsis thaliana] 



158497 

LIB3176-094-P1-K1-E2 
BLASTN 
gl66829 
31 

1 .Oe-08 
61 
84 

Arabidopsis thaliana proteasome 
158498 

LIB317 6-094-P1-K1-E5 
BLASTN 
g313837 
159 

2.0e-84 
175 
98 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E^ value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 

NCBI Description A. thaliana gene for hemC 



(PSM30) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158499 

LIB3176-094-P1-K1-E6 

BLASTN 

g4760411 

238 

l.Oe-131 

258 

98 

Arabidopsis thaliana chromosome 
complete sequence 

158500 

LIB3176-094-P1-K1-E7 

BLASTN 

g3212846 

101 

6.0e-50 

152 

97 



1 BAG F25C20 sequence. 



20801 



NCBI Description Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


158501 




Seq. ID 


LIBJl / D-uy4 - 


■ r i~J\i bo 


Method 


BLASTN 




NCBI GI 


f— t~ n n 

g553039 




BLAST score 


3o 




E value 


8 . Oe-13 




Match length 


63 




% identity 


o / 




NGBI Description 


Arabidops i s 


thaliana < 


Seq. No. 


158502 




Seq. ID 


LIB3176-094- 


-P1-K1-E9 


Method 


t-\ T TV o m XI 

BLASTN 




NGBI GI 


g2341023 




BLAST score 


84 




E value 


6 . Oe-4 0 




Match length 


108 




% identity 


95 




NGBI Description 


Sequence of 






1, complete 


sequence 


Seq. No. 


158503 




Seq. ID 


LIB3176-094- 


-Pl-Kl-Fl 


Method 


BLASTX 




NGBI GI 


gl651865 




BLAST score 


175 




E value 


l.Oe-12 




Match length 


91 





% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length . 

% identity 

NGBI Description 



48 

(D90900) hypothetical protein [Synechocystis sp.] 
158504 

LIB3176-094-P1-K1-F11 

BLASTX 

gl363489 

373 

4.0e-36 

69 

99 

thioglucosidase (EG 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_GAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

158505 

LIB317 6-094-P1-K1-F3 

BLASTX 

g3292824 

224 

6.0e-19 

61 

69 

(ALd31018) putative protein [Arabidopsis thaliana] 



Seq. No. 



158506 



20802 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-094-P1-K1-F4 

BLASTX 

g4538963 

60 

l.Oe-14 

49 

78 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129_ 
(AF134129) LhcbS protein [Arabidopsis thaliana] 

158507 

LIB317 6-094-P1-K1-G10 

BLASTX 

g2738248 

440 

5.0e-44 

85 

99 

(U97200) cobalaitiin-independent methionine synthase 
[Arabidopsis thaliana] 

158508 

LIB3176-094-P1-K1-G11 

BLASTX 

g2244970 

613 

7.0e-64 

148 

83 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA74765_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

158509 

LIB3176-094-P1-K1-G2 

BLASTN 

'g4559344 

129 

3.0e-66 

233 
5 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 

158510 

LIB317 6-094-P1-K1-G3 

BLASTX 

gl946361 

197 

8.0e-16 

54 

69 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 



158511 



20803 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-094-P1-K1-G5 

BLASTN 

g4490701 

70 

l.Oe-31 

133 

98 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAG clone T24A18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158512 

LIB3176-094-P1-K1-G8 

BLASTN 

g2760167 

89 

2.0e-42 

216 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015, complete sequence [Arabidopsis thaliana] 



158513 

LIB317 6-094-P1-K1-G9 

BLASTN 

g4678315 

112 

l.Oe-56 

131 

97 

Arabidopsis thaliana 
(ESSA project) 



PI clone: 



DNA chromosome 3, BAC clone T17F15 



158514 

LIB3176-094-P1-K1-H1 

BLASTN 

g3201608 

43 

l.Oe-15 

75 

89 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158515 

LIB3176-094-P1-K1-H10 

BLASTX 

g267069 

269 

2.0e-26 

61 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 



158516 



20804 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-094-P1-K1-H11 

BLASTX 

gl710525 

206 

l.Oe-16 

47 

85 

60S RIBOSOMAL PROTEIN L26 
158517 

LIB317 6-094-P1-K1-H12 

BLASTX 

gll75010 

356 

4 .Oe-34 

83 

86 

PLASMA MEMBRANE INTRINSIC PROTEIN lA >gi_629540_pir S44082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 



Seq. No. 


158518 




Seq. ID" 


LIB317 6-094-P1-K1-H3 




Method 


BLASTN 




NCBI GI 


g4741961 




BLAST score 


254 




E value 


l.Oe-141 




Match length 


258 




% identity 


100 




NCBI Description 


Arabidopsis thaliana 


PsbS protein 


Seq. No. 


158519 




Seq. ID 


LIB317 6-094-P1-K1-H5 




Method 


BLASTN 




NCBI GI 


g4519191 




BLAST score 


67 




E value:'- 


5.0e-30 ^ 




Match length 


79 




% identity 


96 




NCBI Description 


Arabidopsis thaliana 


genomic DNA, 




K9P8, complete sequence 


Seq. No. 


158520 




Seq. ID 


LIB317 6-094-P1-K1-H9 




Method 


BLASTX 




NCBI GI 


g232033 




BLAST score 


221 




E value 


l,0e-18 




Match length 


71 




% identity 


56 





NCBI Description 



ELONGATION FACTOR 1 BETA* >gi_479830_pir S35501 

translation elongation factor eEF-1 beta' chain - wheat 
>gi_218341_dbj_BAA024 36_ (D13147) elongation factor 1 beta' 
[Triticum aestivum] 



Seq. No, 



158521 



20805 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB317 6-095-P1-K1-A10 

BLASTN 

g2961335 

144 

2.0e-75 

237 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 
(ESSAII project) 



158522 

LIB317 6-095-P1-K1-A11 

BLASTN 

g4220633 

111 

2.0e-55 

434 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAC clone 



158523 

LIB3176-095-P1-K1-A2 

BLASTX 

g3122673 

311 

5.0e-29 

59 

98 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB104 47_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

158524 

LIB3176-095-P1-K1-A3 

BLASTN 

g3449317 

45 

2.0e-16 

82 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKM21, complete sequence [Arabidopsis thaliana] 

158525 

LIB317 6-095-P1-K1-A4 

BLASTX 

gl429209 

412 

l.Oe-40 

87 

97 

(X99111) beta-fructosidase [Arabidopsis thaliana] 
158526 

LIB317 6-095-P1-K1-A5 

BLASTX 

g2829899 



20806 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

l.Oe-15 

93 

55 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and majorilatex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

158527 

LIB317 6-095-P1-K1-A9 

BLASTX 

g3123188 

477 

3.0e-48 

96 

96 

CATALASE 3 >gi_2347178 {U43147) catalase 3 [Arabidops 
thaliana] >gi__2511726 (AF021937) catalase 3 [Arabidop 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158528 

LIB317 6-095-P1-K1-B10 

BLASTX 

g3236248 

278 

5.0e-25 

84 

68 

(AC004684) unlcnown protein [Arabidopsis thaliana] 



158529 

LIB3176-095-P1-K1-B11 

BLASTN 

g2833627 

53 

3.0e-21 

61 

97 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



BAC F1707 complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158530 

LIB3176-095-P1-K1-B2 

BLASTN 

g4582444 

126 

8.0e-65 

176 

93 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158531 

LIB3176-095-P1-K1-B4 

BLASTN 

g4185120 

57 



20807 



E value 
Match length 
% identity 
NCBI Description 



9.0e-24 

57 

50 

Arabidopsis thaliana chromosome 1 BAG F5F19 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158532 

LIB3176-095-P1-K1-B7 

BLASTX 

g4455214 

200 

l.Oe-25 

80 

83 

(AL035440) putative, dihydrolipoamide succinyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 


158533 


Seq. ID 


LIB3176-095-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl480347 


BLAST score 


183 


E value * 


l.Oe-13 


Match length 


90 


% identity 


46 


NCBI Description 


(X99419) ferrodoxin 


Seq. No. 


158534 


Seq. ID 


LIB317 6-095-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g544242 


BLAST score 


349 


E value 


2.0e-33 


Match length 


81 


% identity 


89 


NCBI Description 


ENDOPLASMIN HOMOLOG 



>gi_4854 98_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA4 814 3__ (X67960) GRP94 
homologue [Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158535 

LIB317 6-095-P1-K1-C1 

BLASTN 

gll45694 

86 

5.0e-41 

130 

97 

Arabidopsis thaliana actin (ACT3) gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158536 

LIB317 6-095-P1-K1-C12 

BLASTX 

g2117424 

579 

6.0e-60 
115 



20808 



% identity 

NCBI Description 



98 

thioredoxin - Arabidopsis thaliana >gi_992962_enib_CAA84 611_ 
(Z35474) thioredoxin [Arabidopsis thaliana] >gi_1388076 
(U35640) thioredoxin h [Arabidopsis thaliana] 



Seq. No. 


1 C O C O T 

1 5 8 D J . 


Seq. ID 


LIB3176-095-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g47047 JO 


BLAST score 


173 


E value 


D . ue-13 


Match length 


50 


% identity 


72 


NCBI Description 


(AF121355) peroxiredoxin ' 


Seq. No. 


158538 


Seq. ID 


LIB3176-095-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2244750 


BLAST score 


56 


E value 


3.0e-13 


Match length 


65 


% identity 


67 


NCBI Description 


(Z97335) adenosylhomocyst' 




>gi_3088579 (AF059581) S-. 




[Arabidopsis thaliana] 



adenosyl-L-homocysteine hydrolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158539 

LIB317 6-095-P1-K1-D10 

BLASTN 

g4713943 

40 

l.Oe-13 

128 

83 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence. 



158540 

LIB3176-095-P1-K1-D11 

BLASTN 

gl946354 

112 

2.0e-56 

128 

97 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158541 

LIB3176-095-P1-K1-D12 

BLASTX 

g2342722 

342 

3,0e-32 

84 

80 



20809 



NCBI Description 



(AC002341) unknovm protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158542 

LIB3176-095-P1-K1-D4 

BLASTN 

g2143226 

38 

8,0e-13 

50 

94 

Brassica napus mRNA for glyoxysomal isocitrate lyase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158543 

LIB3176-095-P1-K1-D7 

BLASTX 

g4567303 

190 

6.0e-15 

39 

95 

(AC005956) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158544 

LIB317 6-095-P1-K1-D9 

BLASTX 

gl363489 

352 

7.0e-34 

74 

95 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

158545 

LIB3176-095-P1-K1-E10 

BLASTX 

gll70503 - 

164 

6.0e-12 

53 

70 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_einb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158546 

LIB3176-095-P1-K1-E12 

BLASTN 

g3510345 

281 

l.Oe-157 

377 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 



PI clone 



20810 



MNJ8, complete ^sequence [Arabidopsis thaliana] 



Seq. No. 


158547 


Seq. ID 


LIB3176-095-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g3088578 


BLAST score 


39 


E value 


3 . Oe-13 


Match length 


49 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 




(SAHH) mRNA/ complet< 


Seq. No. 


158548 


Seq. ID 


LIB3176-095-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3098611 


BLAST score 


45 


E value 


8 . Oe-17 


Match length 


57 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 




mRNA, partial cds 


Seq. No. 


158549 


Seq. ID 


LIB3176-095-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2760168 


BLAST score 


35 


E value 


3. Oe-10 


Match length 


106 


% identity 


83 


NCBI Description 


Arabidopsis thaliana 




MEE6, complete sequel 


Seq. No. 


158550 


Seq. ID 


. LIB3176-095-P1-K1-E5 


Method 


BLASTN . 


NCBI GI 


gl480028 


BLAST score 


58 


E value 


3.0e-24 


Match length 


118 


% identity 


87 


NCBI Description 


Brassica rapa mRNA 


Seq. No. 


T d o d c 1 
loo ODl 


Seq. ID 


LIB3176-095-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g3860243 


BLAST score 


51 


E value 


4.0e-20 


Match length 


117 


% identity 


66 


NCBI Description 


Arabidopsis thaliana 



S-adenosyl-L-homocysteine hydrolase 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



158552 



20811 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-095-P1-K1-F1 

BLASTN 

g3450888 

49 

4,0e-19 

61 

97 

Arabidopsis thaliana 19S proteosome subunit 9 mRNA, 
complete cds 

158553 

LIB3176-095-P1-K1-F12 

BLASTN 

g2815519 

145 

4.0e-76 

169 

96 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

158554 

LIB317 6-095-P1-K1-F5 

BLASTN 

g3421071 

32 

5.0e-09 

52 

90 

Arabidopsis thaliana 20S proteasome subunit PAA2 {PAA2) 
mRNA, complete cds 



Seq. No. 


158555 


Seq. ID 


LIB3176-095-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3915823 


BLAST score 


279 


E value 


2.0e-25 


Match length 


58 


% identity 


95 


NCBI Description 


[Segment 1 of 2] 60S RIBOSOMAL PROTEIN 


Seq. No. 


158556 


Seq. ID 


LIB317 6-095-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4337027 


BLAST score 


327 


E value 


7.0e-31 


Match length 


78 


% identity 


86 


NCBI Description 


{AF123254) MFP2 [Arabidopsis thaliana] 


Seq. No. 


158557 


Seq. ID 


LIB3176-095-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g3282170 


BLAST score 


193 



20812 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-104 

236 

95 

Arabidopsis thaliana chromosome 1 BAC F8K4 sequence, 
complete sequence [Arabidopsis thaliana] 

158558 

LIB3176-095-P1-K1-F9 

BLASTX 

g4263525 

426 

3.0e-42 

101 

86 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

158559 

LIB3176-095-P1-K1-G10 

BLASTN 

gll07488 

56 

3.0e-23 

108 

88 

A. thaliana mRNA for 60S ribosomal protein L9 
158560 

LIB317 6-095-P1-K1-G11 

BLASTX 

g401169 

188 

l.Oe-14 

35 

100 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
158561 

LIB3176-095-P1-K1-G2 

BLASTX 

gll9143 

191 

6.0e-15 

43 

88 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 4 53 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 4 55_ 
{X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 



158562 



20813 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-095-P1-K1-G3 

BLASTX 

g99735 

250 

5.0e-22 

54 

93 

L-ascorbate peroxidase (EC 1.11. 
Arabidopsis thaliana (fragment) 



1,11) precursor - 



158563 

LIB3176-095-P1-K1-G4 

BLASTX 

g4469408 

266 

2.0e-23 
104 

53 

(AF116527) MADS box protein FLOWERING LOCUS F 
thaliana] >gi_4469410_gb_AAD21249_ (AF116528) 



[Arabidopsi 
MADS box 



protein FLOWERING LOCUS F [Arabidopsis thaliana] 
158564 

LIB317 6-095-P1-K1-G6 

BLASTX 

g2506496 

546 

4 .Oe-56 

107 

97 

GLUTATHIONE S-TRANSFERASE ERDll (CLASS PHI) 
>gi_1890156_emb_CAA72413_ (Y11727) glutha.tione 
S-transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



158565 

LIB317 6-095-P1-K1-G7 

BLASTN 

gl6506 

49 

6.0e-19 

104 

88 

Arabidopsis thaliana 18S rRNA gene 
158566 

LIB317 6-095-P1-K1-G8 

BLASTN 

g3510331 

159 

2.0e-84 

231 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K13P22/ complete sequence [Arabidopsis thaliana] 

158567 

LIB317 6-095-P1-K1-G9 



20814 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g3894156 

35 

5.0e-ll 

35 

100 

Arabidopsis thaliana chromosome II BAG T16F16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158568 

LIB317 6-095-P1-K1-H1 

BLASTN 

g4206762 

83 

8.0e-39 

246 

83 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

158569 

LIB317 6-095-P1-K1-H10 

BLASTN 

g4519195 

58 

3.0e-24 

114 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

158570 

LIB317 6-095-P1-K1-H11 

BLASTN 

g3169718 

199 

l.Oe-108 

250 

95 

Arabidopsis thaliana mRNA, similar to yeast dcpl, complete 
cds 



158571 

LIB3176-095-P1-K1-H2 

BLASTX 

g3236246 

284 

5.0e-26 

62 

89 

(AC004684) putative expansin 
158572 

LIB3176-095-P1-K1-H5 

BLASTN 

g4538949 

53 



protein [Arabidopsis thaliana] 



20815 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



3.0e-21 

57 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F24G24 



158573 

LIB3176-095-P1-K1-H8 

BLASTX 

g3913650 

427 

2.0e-42 

91 

86 

FERREDOXIN--NADP REDUCTASE, ROOT-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2190038_dbj_BAA20365_ (AB004307) f erredoxin-NADP 
oxidoreductase [Nicotiana tabacum] 

158574 

LIB3176-095-P1-K1-H9 

BLASTN 

g4539448 

155 

9.0e-82 

380 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5C23 
(ESSA project) 

158575 

LIB3176-096-P1-K1-A1 

BLASTN 

g2696018 

57 

l.Oe-23 

157 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

158576 

LIB3176-096-P1-K1-A10 

BLASTN 

g2062153 

101 

8.0e-50 
163 
62 ■ 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158577 

LIB317 6-096-P1-K1-A11 

BLASTN 

g3128136 

133 

6.0e-69 



20816 



Match length 


169 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 




K1F13, complete sequence " [Arabidopsis thaliana] 


Seq. No. 


158578 


Seq. ID 


LIB317 6-096-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2062160 


BLAST score 


177 


E value 


2.0e-16 


Match length 


79 


% identity 


66 


NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidopsu 




thaliana] 


Seq. No.* 


158579 


Seq. ID 


LIB317 6-096-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g2351062 


BLAST score 


128 


E value 


8 . Oe-66 


Match length 


177 : 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MAH20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158580 


Seq. ID 


LIB3176-096-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g4512646 


BLAST score 


111 


E value 


7.0e-56 


Match length 


157 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F23N11 genomic 




sequence, complete sequence 


Seq". No. 


158581 


Seq. ID 


LIB3 17 6-096- Pl-Kl-Bll 


Method 


BLASTX 


NCBI GI 


g4406816 


BLAST score 


365 


E value 


2.0e-35 


Match length 


72 


% identity 


99 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana; 


Seq. No. 


158582 


Seq. ID 


LIB3 17 6-096- P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g4757392 


BLAST score 


105 


E value 


4,0e-52 


Match length 


121 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 



20817 



K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158583 
■ LIB3176-096-P1-K1-B3 
BLASTN 
g4589445 
34 

2.0e-10 

34 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158584 

LIB3176-096-P1-K1-C1 

BLASTX 

gll9143 

356 

2.0e-34 

71 

96 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34 4 54_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 4 55_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 



158585 

LIB3176-096-P1-K1-C11 

BLASTX 

g4490705 

118 

3.0e-16 

55 

89 

{AL035680) 
thaliana] 



ribosomal protein L14-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158586 

LIB3176-096-P1-K1-C12 

BLASTN 

g4406805 

150 

3.0e-79 

162 

98 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



158587 

LIB3176-096-P1-K1-C3 
BLASTX 



20818 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2505878 
215 

7.0e-18 

58 

81 

(Y12776) geneS; most likely [Arabidopsis thaliana] 
158588 

LIB317 6-096-P1-K1-C7 

BLASTN 

gl6375 

41 

l.Oe-14 

60 

92 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 

158589 

LIB317 6-096-P1-K1-D11 

BLASTN 

g2244747 

31 

l.Oe-08 

51 

90 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

158590 

LIB317 6-096-P1-K1-E10 

BLASTN 

g2288979 

161 

l.Oe-85 

185 

97 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158591 

LIB3176-096-P1-K1-E11 

BLASTN 

g4314374 

166 

l.Oe-88 

214 

98 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158592 

LIB317 6r096-Pl-Kl-E12 

BLASTN 

g3449334 

182 

4 .Oe-98 



20819 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



202 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYH9, complete sequence [Arabidopsis thaliana] 

158593 

LIB3176-096-P1-K1-E2 

BLASTN 

g2351068 

114 

l.Oe-57 

162 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRHIO, complete sequence [Arabidopsis thaliana] 

158594 

LIB317 6-096-P1-K1-F1 

BLASTN 

g3152602 

234 

l.Oe-129 

234 

100 

Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158595 

LIB317 6-096-P1-K1-F10 

BLASTN 

g2264307 

45 

3.0e-16 

69 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MED24, complete sequence [Arabidopsis thaliana] 

158596 

LIB3176-096-P1-K1-F12 

BLASTN 

g4220468 

47 

6.0e-18 

55 

96 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158597 

LIB3176-096-P1-K1-G1 

BLASTN 

g2656029 

73 

3.0e-33 

168 

95 
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NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQB2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158598 

LIB3176-096-P1-K1-G10 - 

BLASTX 

gl32074 

255 

2.0e-22 

73 

77 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

{RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158599 

LIB3176-096-P1-K1-G11 

BLASTX 

g4263525 

361 

l.Oe-34 

97 

7 5 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

158600 

LIB3176-096-P1-K1-G12 

BLASTX 

gl20676 

275 

6.0e-25 

61 

87 

GLYCERALDEHYDE 3-PHOSPKATE DEHYDROGENASE, CYTOSOLIC 

>gi_82165_pir C244 30 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (phosphorylating) (EC 1.2.1.13) C, 
cytosolic - common tobacco (fragment) >gi_170241 (M14419) 
glyceraldehyde-3-phosphate dehydrogenase [Nicotiana 
t aba cum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158601 

LIB3176-096-P1-K1-G2 

BLASTX 

g2317729 

248 

9.0e-22 

53 

91 

{AF013627) reversibly glycosylated polypeptide-1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



158602 

LIB317 6-096-P1-K1-G9 

BLASTN 

gl66650 



20821 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32 

l.Oe-08 

60 

88 

A.thaliana calmodulin-2 (cam2) mRNA, complete cds 
158603 

LIB317 6-096-P1-K1-H11 

BLASTX 

g4539316 

479 

2.0e-48 

102 

97 

{AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 


158604 


Seq. ID 


LIB3176-096 


Method 


BLASTX 


NCBI GI 


g2961346 


BLAST score 


388 


E value 


1 . Oe-37 


Match length 


95 


% identity 


77 


NCBI Description 


(AL022140) ] 




thaliana] 


Seq. No. 


158605 


Seq. ID 


LIB3176-096 


Method 


BLASTN 


NCBI GI 


gloD / /I 


BLAST score 


51 


E value 


i . ue— zu 


Match length 


59 


% identity 


97 


NCBI Description 


A.thaliana 


Seq. No. 


158606 


Seq. ID 


LIB3176-096- 


Method 


BLASTX 


NCBI GI 


g4559396 


BLAST score 


561 


E value 


6.0e-58 


Match length 


124 


% identity 


95 


NCBI Description 


(AC006526) 1 


Seq. No. 


158607 


Seq. ID 


LIB3176-096- 


Method 


BLASTN 


NCBI GI 


gl732569 


BLAST score 


48 


E value 


l.Oe-18 


Match length 


84 


% identity 


89 


NCBI Description 


Arabidopsis 



20822 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158608 

LIB3176-097-P1-K1-A1 

BLASTX 

g3342800 

329 

8.0e-31 

86 

80 

{AF061837) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 

158609 

LIB3176-097-P1-K1-A10 

BLASTX 

gl26962 

93 

6.0e-03 

128 

57 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7 

>gi_99747_pir S13718 probable membrane channel protein 

Arabidopsis thaliana >gi_164 92_emb_CAA38633_ (X54854) 
possible membrane channel protein [Arabidopsis thaliana] 

158610 

LIB3176-097-P1-K1-A11 

BLASTX 

g4539408 

146 

9.0e-10 

29 

100 

(AL04 9524) putative alpha NAC [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158611 

LIB3176-097-P1-K1-A12 

BLASTX 

gl732570 

422 

8.0e-42 

97 

85 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
158612 

LIB3176-097-P1-K1-A2 

BLASTX 

gll69423 

250 

5.0e-22 

53 

92 

DIHYDROFOLATE REDUCTASE 2 / THYMIDYLATE SYNTHASE 2 
(DHFR-TS) >gi_289195 {L08594) dihydrofolate 
reductase-thymidylate synthase [Arabidopsis thaliana] 



20823 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3096926_einb_CAA18836.1_ {AL023094) dihydrofolate 
reductase-thymidylate synthase [Arabidopsis thaliana] 

158613 

LIB3176-097-P1-K1-A3 

BLASTN 

g2262155 

304 

l.Oe-171 

320 

99 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

158614 

LIB317 6-097-P1-K1-A4 

BLASTX 

gl702987 

522 

3.0e-53 

116 

91 

14-3-3-LIKE PROTEIN GF14 PHI >gi_1493805 {L09111) GF14 
protein phi chain [Arabidopsis thaliana] >gi_223214 6 
(AF001414) 14-3-3-like protein* GF14 phi [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158615 

LIB3176-097-P1-K1-A5 

BLASTN 

g4159705 

185 

l.Oe-100 

255 

83 

Arabidopsis thaliana genomic 
MGD8, complete sequence 



DNA, chromosome 3, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158616 

LIB3176-097-P1-K1-A6 

BLASTN 

g3201608 

174 

3.0e-93 

287 

100 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158617 

LIB317 6-097-P1-K1-A8 

BLASTX 

gl644388 

233 

2.0e-19 

115 

43 
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NCBI Description 



(U72654) flavonoid 3 ' 5 ' -hydroxylase [Eustoma grandif iorum 



Seq. No. 


158618 


Seq. ID 


LIB3176-097-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4741184 


BLAST score 


148 


E value 


6.0e-78 


Match length 


160 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone T23J7 




(ESSA project) 


Seq. No. 


158619 


Seq. ID 


LIB317 6-097-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g3449334 


BLAST score 


172 


E value 


6.0e-92 


Match length 


233 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clon€ 




MYH9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158620 


Seq. ID 


LIB3176-097-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4567207 


BLAST score 


292 


E value 


6.0e-27 


Match length 


56 


% identity 


100 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


158621 


Seq. ID 


LIB3176-097-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2828278 


BLAST score 


98 


E value 


4 .Oe-48 


Match length 


154 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 




(ESSAII project) 


Seq. No. 


158622 


Seq. ID 


LIB3176-097-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


gl /O /OUd 


BLAST score 


326 


E value 


O.Oe+00 


Match length 


406 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T1B8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158623 



20825 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-097-P1-K1-B3 

BLASTX 

g2341034 

504 

3.0e-51 

102 

99 

{AC000104) F19P19.13 [Arabidopsis thaliana] 
158624 

LIB317 6-097-P1-K1-B4 

BLASTX 

g99735 

792 

4.0e-85 

155 

97 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158625 

LIB317 6-097-P1-K1-B7 

BLASTN 

g2827513 

93 

4 .Oe-45 

193 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158626 

LIB317 6-097-P1-K1-B9 

BLASTX 

g3004551 

156 

2.0e-10 

129 

40 

(AC003673) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158627 

LIB317 6-097-P1-K1-C10 

BLASTN 

g3128136 

301 

l.Oe-169 

337 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1F13, complete sequence [Arabidopsis thaliana] 

158628 

LIB317 6-097-P1-K1-C11 

BLASTX 

g2213602 

523 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-53 

123 

86 

(AC000348) T7N9.22 [Arabidopsis thaliana] 
158629 

LIB3176-097-P1-K1-C12 

BLASTN 

g4585890 

131 

7.0e-68 

151 

97 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 

158630 

LIB317 6-097-P1-K1-C2 

BLASTX 

g2262098 

323 

2.0e-30 
72 

92 . /. ' 

(AC002343) HSP90 isolog [Arabidopsis thaliana] 
158631 

LIB317 6-097-P1-K1-C3 

BLASTX 

g629557 

299 

3.0e-27 

62 

55 

RNA-binding protein rnpD - Arabidopsis thaliana (fragment) 
>gi_510240_emb_CAA43420_ (X61108) RNA binding protein 
[Arabidopsis thaliana] 

158632 

LIB3176-097-P1-K1-C5 

BLASTX 

gl076678 

367 

2.0e-35 

74 

100 

ubiquitin / ribosomal protein S27a 



potato ( fragment ) 



158633 

LIB3176-097-P1-K1-C6 

BLASTN 

g4589421 

117 

5.0e-59 

273 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone: 



20827 



K5K13, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158634 

LIB3176-097-P1-K1-C7 

BLASTX 

g4587542 

56 

3.0e-12 

40 

54 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

158635 

LIB317 6-097-P1-K1-C8 

BLASTX 

gll5767 

694 

2.0e-73 

144 

94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158636 

LIB317 6-097-P1-K1-C9 

BLASTN 

g3449331 

50 

3.0e-19 
163 

89 - 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

158637 

LIB317 6-097-P1-K1-D1 

BLASTX 

g2443878 

207 

6.0e-17 

41 

95 

(AC002294) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158638 

LIB317 6-097-P1-K1-D10 

BLASTX 

g2914700 

277 

l.Oe-24 



20828 



Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
90 

{AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

158639 

LIB3176-097-P1-K1-D2 

BLASTX 

g4567232 

354 

2.0e-33 

72 

100 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 

158640 

LIB3176-097-P1-K1-D3 

BLASTX 

g267073 

271 

3.0e-24 

60 

87 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

158641 

LIB317 6-097-P1-K1-D4 

BLASTN 

g4159706 

74 

4.0e-34 

98 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

158642 

LIB3176-097-P1-K1-D5 

BLASTX 

g3746071 

380 

l.Oe-36 

122 

63 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158643 

LIB3176-097-P1-K1-D6 

BLASTN 

g4220627 

37 

2.0e-ll 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence (Arabidopsis thaliana] 

158644 

LIB317 6-097-P1-K1-D7 

BLASTN 

gl66771 

60 

2.0e-25 

105 

96 

A. thaliana isocitrate lyase gene, 5* end 
158645 

LIB3176-097-P1-K1-D8 

BLASTN 

g4559344 

186 

l.Oe-100 

427 

9 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 

158646 

LIB3176-097-P1-K1-D9 

BLASTX 

g2119846 

149 

l.Oe-09 

34 

94 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

158647 

LIB3176-097-P1-K1-E1 

BLASTX 

g3377797 

370 

8.0e-36 

81 

89 

(AF07.5597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T4 4067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 



158648 



20830 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-097-P1-K1-E10 

BLASTN 

g414340 

110 

2.0e-55 

138 

96 

A.thaliana rd21A gene for thiol protease, complete cds 
158649 

LIB317 6-097-P1-K1-E12 

BLASTN 

g4589440 

83 

2.0e-39 

115 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E. value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



158650 

LIB3176-097-P1-K1-E2 

BLASTX 

g2062158 

240 

3.0e-20 

51 

47 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

158651 

LIB317 6-097-P1-K1-E3 

BLASTX 

g4115387 

353 

5.0e-34 

71 

99 

(AC005967) putative NADP-dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 

158652 

LIB3176-097-P1-K1-E5 

BLASTN 

g4185120 

141 

l.Oe-73 

173 

97 

Arabidopsis thaliana chromosome 1 BAG F5F19 sequence, 
complete sequence [Arabidopsis thaliana] 

158653 

LIB3176-097-P1-K1-E6 
BLASTX 



20831 



NCBI GI 

BLiAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2143227 
592 

l.Oe-61 

116 

95 

(Y13356) glyoxysomal isocitrate lyase [Brassica napus] 
158654 

LIB317 6-097-P1-K1-E9 

BLASTX 

gl35442 

281 

4 .Oe-25 

55 

95 

TUBULIN BETA-1 CHAIN >gi_71590__pir UBMUBM tubulin beta-1 

chain - Arabidopsis thaliana >gi__166922 (M20405) beta-1 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158655 

LIB317 6-097-P1-K1-F1 

BLASTN 

g3985958 

133 

5.0e-69 

166 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158656 

LIB317 6-097-P1-K1-F10 

BLASTX 

gll72806 

232 

4.0e-19 

43 

98 

60S RIBOSOMAL PROTEIN LIO (WILM'S TUMOR SUPPRESSOR PROTEIN 

HOMOLOG) >gi_47 8401_pir JQ2244 ribosomal protein LlO.e, 

cytosolic - Arabidopsis thaliana >gi_17682_emb_CAA78856_ 
(Z15157) Wilm's tumor suppressor homologue [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



158657 

LIB317 6-097-P1-K1-F11 
vBLASTN 
g4580745 
79 

4.0e-37 

83 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 

158658 

LIB317 6-097-P1-K1-F12 



BAC F10O3 sequence, 



20832 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4585890 

114 

l.Oe-57 

138 

96 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 



158659 

LIB3176-097-P1-K1-F2 

BLASTX 

g2494174 

580 

4.0e-60 

114 

98 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



1 (GAD 1) >gi__497979 (U10034) 
[Arabidopsis thaliana] 



158660 

LIB3176-097-P1-K1-F3 

BLASTN 

g4220627 

154 

4.0e-81 

397 

7 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K20J1, complete sequence [Arabidopsis thaliana] 

158661 

LIB317 6-097-P1-K1-F4 

BLASTX 

g4138179 

249 

l.Oe-21 

54 

93 

{AJ223969) 
domestica] 



TAC clone 



elongation factor 1 alpha subunit [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



158662 

LIB3176-097-P1-K1-F6 

BLASTN 

g2264317 

102- 

2.0e-50 

209 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 

158663 

LIB3176-097-P1-K1-F8 

BLASTN 

g3873174 



PI clone; 



20833 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271 

l.Oe-151 

319 

99 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

158664 

LIB3176-097-P1-K1-F9 

BLASTN 

g3702731 

390 

O.Oe+00 
394 
.100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFC19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158665 

LIB3176-097-P1-K1-G10 

BLASTN 

g2213606 

401 

0. Oe+00 • ~ 

441 

98 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 

158666 

LIB317 6-097-P1-K1-G12 

BLASTX 

gl709970 

420 

l.Oe-41 

85 

98 

60S RIBOSOMAL PROTEIN LlOA 
158667 

LIB317 6-097-P1-K1-G2 

BLASTN 

g4309719 

126 

l.Oe-64 

270 

95 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158668 

LIB317 6-097-P1-K1-G3 

BLASTX 

g4006924 

530 

l.Oe-54 
91 



20834 



% identity 

NCBI Description 



99 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 


158669 


Seq. ID 


TToQiTC HQ"? m VI A 
LiDJl / D-Uy /-lrl-J\l— tj4 


Method 


BLASTX 


NCBI GI 


g^4 DZ /o 1 


BLAST score 


T Q Q 

Joy 


E value 


0 . Ue- Jo 


Match length 


1 1 


% identity 


y / 


NCBI Description 


{U73175) carbamoyl phosphate synthetase small subunit 




[Arabidopsis thaliana] 


Seq. No. 


loo D /U 


Seq. ID 


LIB317 6-09/-P1-K1-GD 


Method 


T TV f>mXT 

BLASTX 


NCBI GI 


gl / 3Zo /O 


BLAST score 


477 


E value 


3 . Oe-48 


Match lengtn 


y y 


% identity 


y4 


SrCBI Description 


(U72153) beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


158671 


Seq. ID 


LIB317 6-097-Pl-Kl-G / 


Method 


BLASTN 


NCBI GI 


g4220627 


BLAST score 


1 O A 

loU 


E value 


l.Oe-96 


Match length 


431 


% identxty 


o 
o 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clo: 




K20J1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


1 C O ^ T O 

loo D /Z 


Seq. ID 


LIB3176-09 /-Pl-Kl-Go 


Method 


T" TV ^ m"\^ 

BLASTX 


NCBI GI 


gjy 623 / / 


BLAST score 


551 


E value 




Match length 




% identity 


A O 


NCBI Description 


(AJUUZoDi) neat shock protein /u [/iraDiaopsis cna±ianaj 


Seq. No. 


158673 


Seq. ID 


LIB317 6-097-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4049332 


BLAST score 


167 


E value 


4.0e-89 


Match length 


267 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F8B4 




(ESSAII project) 



20835 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158674 

LIB3176-097-P1-K1-H1 

BLASTX 

g417148 

256 

2.0e-22 

76 

61 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir ^A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Grtihsp26-A [Glycine max] 

158675 

LIB317 6-097-P1-K1-H10 

BLASTN 

g4589415 

60 

2.0e-25 

88 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K14A3, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158676 

LIB317 6-097-Pl-Kl-Hri- 

BLASTX 

g3342800 

155 

8.0e-ll 

34 

85 

(AF061837) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158677 

LIB317 6-097-P1-K1-H12 

BLASTN 

gl70240 • 

57 

3.0e-23 

89 

91 

Tobacco (N.tabacum) GapC mRNA encoding cytosolic 
glyceraldehyde-3-phosphophate dehydrogenase, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158678 

LIB3176-097-P1-K1-H2 

BLASTX 

g4572682 

603 

8.0e-63 

128 

81 

(AC006954) putative APG protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



158679 

LIB3176-097-P1-K1-H3 



20836 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 
gll9194 

253 r- 

8.0e-22 

72 

72 - . . 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_einb_CAA364 98_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 

158680 

LIB3176-097-P1-K1-H4 

BLASTX 

g224159 

475 

8.0e-48 

104 

89 

cytochrome b559 [Spinacia oleracea] 
158681 

LIB3176-097-P1-K1-H5 

BLASTN 

g2245073 

61 

l.Oe-25 

65 

98 

Arabidopsis thaliana DNA chromosome A, ESSA I contig 
fragment No 

158682 

LIB3176-097-P1-K1-H6 

BLASTN 

g3668073 

96 

5.0e-47 

111 

97 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158683 

LIB3176-097-P1-K1-H8 

BLASTN 

g2828266 

119 

l.Oe-60 

159 

94 

Arabidopsis thaliana mRNA for geranylgeranyl reductase 
158684 

LIB3176-097-P1-K1-H9 



20837 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTN 

gl353771 

54 

6.0e-22 

74 

93 

Arabidopsis thaliana profilin 2 



iiiRNA, complete cds 



158685 

LIB317 6-098-P1-K1-A1 

BLASTN 

g2477521 

210 

l.Oe-115 

246 

14 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158686 

LIB317 6-098-P1-K1-A10 

BLASTN 

g2281081 

228 

l.Oe-125 

244 

98 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158687 

LIB317 6-098-P1-K1-A12 

BLASTX 

g3377797 

165 

8.0e-12 

54 

69- 

(AF075597) Similar to 60S" ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

158688 

LIB317 6-098-P1-K1-A2 

BLASTX 

g3212869 

192 

3.0e-15 

57 

72 

(AC004005) unknown protein [Arabidopsis thaliana] 
158689 

LIB3176-098-P1-K1-A3 
BLASTN 



20838 



NCBI GI 


g2264307 


BLAST score 


72 


E value 


z . ue- 


Matcn iengrn 


/ Z 


% identity 


100 


nldI uescnpuion 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MEp24, complete sequence [Arabidopsis thaliana] 


O n .» XI n 

oe<5* L^o * 


ICQ con 


Seq. ID 


LIBJl / D-Uyo-Pl-Kl-A4 


Method 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


Zoo 


E value 


5 . Oe-20 


Match length 


80 


% identity 


56 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago sativa] 


Seq. No. 


loo byi 


Seq. ID 


LIB31 / D-0yo-rl-Kl-A5 


Method 


BLASTX 


NCBI GI 


g4006883 


BLAST score 




E value 


4 . Oe-62 


Match length 


147 


% identity 


82 


NCBI Description 


{Z99707) cysteine proteinase [Arabidopsis thaliana] 


Seq. No. 


1 c o ^ no 

loo byz 


Seq. ID 


LIB317 6-098-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4539007 


BLAST score 




E value 


1 . Oe-31 


Match length 


63 


% identity 


100 


NCBI Description 


(AL049481) cytochrome c [Arabidopsis thaliana] 


Seq. No. 


loo by^ 


Seq. ID 


LIB317 6-0yo-Pl-Kl-Bl 


Method 


BLASTX 




giiby^ / / 


BLAST score 


432 


E value 


y . oe-4 3 


Matcn iengtn 


131 


% identity 


69 


NCBI Description 


DEHYDRIN ERDIO (LOW-TEMPERATURE- INDUCED PROTEIN LTI45) 




>gi_^l^yb3o_pir bb04oO low temperature-maucea protein 




litziy - Araoiaopsis tnaliana >gi 556472 dbj BAA04568 




(D17714) ERDIO protein [Arabidopsis thaliana] 




-^gi^y/oDyo emo u/iADZ*ifio lAyuyoo; luizy [Araoiaopsis 




thaliana] 


Seq. No. 


158694 


Seq. ID 


LIB3176-098-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl666173 



20839 



BLAST score 


O O ft 

229 


E value 


1 . Oe-19 


Match length 


84 


% identity 


70 


NCBI Description 


(Y09106) transcription factor [Nicotiana plumbaginif olia] 


Seq, No. 


1 C Q £ ft C 

loo byo 


Seq, ID 


LIB317 6-098-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


gl491614 


BLAST score 


124 


E value 


2 . Oe-63 


Match length 


148 


% identity 


ft T 

97 


NCBI Description 


A.thaliana mRNA for male sterility 2-like protein 


Seq. No. 


loo by D 


Seq. ID 


LIB31 / D-Uyo-Pl-Kl-B3 


Method 


BLASTX 


NCBI GI 


g2781394 


BLAST score 


"5 ft ft 
390 


E value 


5 . Oe-38 


Match length 


89 


% identity 


ft A 

94 


NCBI Description 


(U70424) 0-methyltransf erase 1 [Arabidopsis thaliana] 


Seq. No. 


1 C O ^ ft T 

158697 


Seq. ID 


TxnTTT^ ftftO Ol t(^T DC 

LIB317b-0yo-Pl-Kl-B3 


Method 


BLASTN 


NCBI GI 


g4519188 


BLAST score 


151 


E value 


1 . Oe-79 


Match length 


268 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K21L19, complete sequence 


Seq. No. 


15o d9o 


Seq. ID 


LIB317 6-098-P1-K1-B6 


Method 


■ BLASTN 


NCBI GI 


g397481 


BLAST score 


A ft 

4 0 


E value 


1 . Oe-13 


Match length 


92 


% identity 


8 6 


NCBI Description 


A.thaliana hsc70 mRNA for heat shock cognate protein 


Seq. No. 


1 Q O £ Q Q 


Seq. ID 


T*m01'7^ftftODlt/"lD'7 

LIB317 6-098-P1-K1-B / 


Method 


BLASTX 






BLAST score 


542 


E value 


l.Oe-55 


Match length 


117 


% identity 


89 


NCBI Description 


cytosolic cyclophilin R0C3 - Arabidopsis thaliana 




>gi_1305455 (U40399) cytosolic cyclophilin [Arabidopsis 



20840 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_4581104_gb_AAD24594 . 1_AC005825_1 (AC005825) 
cytosolic cyclophilin (R0C3) [Arabidopsis thaliana] 



158700 

LIB3176-098-P1-K1-B8 

BLASTX 

g4589980 

228 

2.0e-19 

63 

75 

(AC007195) cyclophilin, 



3' partial [Arabidopsis thaliana] 



158701 

LIB317 6-098-P1-K1-B9 

BLASTN 

g2829274 

241 

l.Oe-133 

267 

99 

Arabidopsis thaliana nucleoside diphosphate kinase 3 
(ndpk3) mRNA, complete cds 

158702 

LIB3176-098-P1-K1-C1 

BLASTX 

g3123264 

571 

4.06-59 

113 

100 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

158703 

LIB3176-098-P1-K1-C10 

BLASTX 

g3023848 

50 

9.0e-62 

127 

35 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158704 

LIB3176-098-P1-K1-C12 

BLASTN 

g4589421 

147 

3.0e-77 

220 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 



20841 



K5K13, complete sequence 



Seq. No. 


158705 


Seq. ID 


LIB3176-098-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


122 


E value 


2 . Oe-22 


Match length 


72 


% identity 


83 


NCBI Description 


(U72153) beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


158706 


Seq. ID 


LIB317 6-098-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4581103 


BLAST score 


59 


E value 


5.0e-25 


Match length 


106 


% identity 


90 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T24I21 genomic 




sequence, complete sequence 


Seq. No. 


158707 


Seq. ID 


LIB317 6-098-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


gll07486 


BLAST score 


34 


E value 


6.0e-10 


Match length 


98 


% identity 


84 


NCBI Description 


A. thaliana mRNA for 60S ribosomal protein L27a 


Seq. No. 


158708 


Seq. ID 


LIB3176-098-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


g3395421 


BLAST score 


221 


E value 


l,0e-121 


Match length 


245 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T19C21 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158709 


Seq. ID 


LIB3176-098-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll3026 


BLAST score 


199 


E value 


5.0e-16 


Match length 


55 



% identity 73 

NCBI Description ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 



20842 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 

158710 

LIB3176-098-P1-K1-C9 

BLASTX 

gl825645 

305 

5.0e-28 

72 

76 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 

158711 

LIB317 6-098-P1-K1-D1 

BLASTN 

gl66705 

74 

9.0e-34 

102 

93 

Arabidopsis thaliana glyceraldehyde-3-phosphate . 
dehydrogenase C subunit (GapC) gene, complete cds 

158712 

LIB317 6-098-P1-K1-D10 

BLASTX 

g4539419 

151 

2.0e-10 

40 

78 

{AL049171) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158713 

LIB3176-098-P1-K1-D12 

BLASTN 

g3860243 

213 

l.Oe-116 

225 

99 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158714 

LIB3176-098-P1-K1-D3 

BLASTN 

g2351062 

116 

l.Oe-58 

218 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone: 



20843 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158715 

LIB3176-098-P1-K1-D4 

BLASTN 

gl6174 

59 

8.0e-25 

71 

96 

A.thaliana ANTl mRNA for adenylate translocator 
158716 

LIB317 6-098-P1-K1-D5 

BLASTX 

g2129548 

255 

2.0e-22 

70 

73 

calcium-dependent protein kinase (EC 2.7.1.-) - Arabidopsis 

thaliana >gi_2129556_pir S71902 calcium-dependent protein 

kinase 9 - Arabidopsis thaliana >gi_836938 (U20388) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_836946 . (U20626) calcium-dependent protein kinase 
[Arabidopsis thaliana] 

158717 

LIB3176-098-P1-K1-D6 

BLASTX 

gl495251 

227 

3.0e-19 

51 

92 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
158718 

LIB317 6-098-P1-K1-D9 

BLASTX 

gll3026 

199 

6.0e-16 

61 

70 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220__bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL [EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 

158719 

LIB3176-098-P1-K1-E1 

BLASTX 

g3913289 

242 



20844 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-20 

143 

43 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 
3-0-METHYLTRANSFERASE) (COMT) >gi_2240207 (AF006009) 
caffeic acid 0-methyltransferase [Clarkia breweri] 

158720 

LIB3176-098-P1-K1-E10 

BLASTX 

gl32110 

192 

3.0e-15 

44 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158721 

LIB3176-098-P1-K1-E11 

BLASTX 

g2738248 

380 

8.0e-37 

75 

97 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

158722 

LIB3176-098-P1-K1-E12 

BLASTX 

g3600058 

248 

4.0e-21 

56 

95 

(AF080120) similar to vacuolar ATPases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158723 

LIB3176-098-P1-K1-E2 

BLASTN 

gl66705 

63 

3.0e-27 

95 

92 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase C subunit (GapC) gene, complete cds 



Seq. No. 



158724 



20845 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-098-P1-K1-E3 

BLASTN 

gl354206 

66 

9.0e-29 

102 

92 

Arabidopsis thaliana FK506 binding protein FKBP62 (ROFl) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158725 

LIB317 6-098-P1-K1-E5 

BLASTN 

g4467094 

66 

5.0e-29 

130 

95 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F20D10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158726 

LIB317 6-098-P1-K1-E7 

BLASTX 

g2651314- 

218 

l.Oe-17 

65 

69 

(AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158727 

LIB317 6-098-P1-K1-E8 

BLASTX 

g3860272 

389 

8.0e-38 

77 

97 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4 314 399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158728 

LIB317 6-098-P1-K1-F1 

BLASTX 

g3122388 

407 

4.0e-40 

83 

92 

WD-40 REPEAT PROTEIN MSI2 >gi_2394231 
repeat protein [Arabidopsis thaliana] 
>gi_4581121_gb_AAD24611.1_AC005825_18 



(AF016.847) WD-40 



(AC005825) putative 



WD-40 protein MSI2 [Arabidopsis thaliana] 



20846 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158729 

LIB3176-098-P1-K1-F2 

BLASTX 

g3421096 

200 

4.0e-16 

41 

98 

(AF043528) 20S proteasome subunit PAGl [Arabidopsis 
thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158730 

LIB317 6-098-P1-K1-F4 

BLASTX 

g3928099 

410 

2.0e-40 

102 

40 

(AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158731 

LIB3176-098-P1-K1-F5 

BLASTX 

g2244919 

240 

2.0e-20 

76 

71 

(Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158732 

LIB3176-098-P1-K1-F7 

BLASTX 

g4587542 

183 

4 .Oe-14 

39 

92 

{AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

158733 

LIB3176-098-P1-K1-F9 

BLASTN 

g4678291 

197 

l.Oe-107 
229 
97 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 3, BAC clone F28P10 



Seq. No. 
Seq. ID 



158734 

LIB3176-098-P1-K1-G1 



20847 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g2494264 

305 

7.0e-28 

121 

51 

HYPOTHETICAL 66.0 KD GTP-BINDING PROTEIN SLR1105 
>gi_1651837_dbj_BAA16764_ {D90900) elongation factor EF- 
[Synechocystis sp. ] 



158735 

LIB317 6-098-P1-K1-G10 

BLASTN 

g3150006 

47 

9.0e-18 

107 

93 

CIC5B11.1 check: 4870 from: 1 
sequence [Arabidopsis thaliana] 



to: 167234, complete 



158736 

LIB317 6-098-P1-K1-G12 

BLASTX 

g3983125 

510 

6.0e-52 

125 

81 

(AF097 64 8) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

158737 

LIB317 6-098-P1-K1-G2 

BLASTN 

g3763915 

240 

l.Oe-132 
264 • 
98 

Arabidopsis thaliana chromosome II BAC F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158738 

LIB3176-098-P1-K1-G3 

BLASTN 

g4512656 

293 

l.Oe-164 

385 

99 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

158739 

LIB3176-098-P1-K1-G4 
BLASTN 



20848 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512656 
55 

2.0e-22 

115 

87 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

158740 

LIB3176-098-P1-K1-G6 

BLASTX 

g4337027 

350 

l.Oe-33 

69 

99 

(AF123254) MFP2 [Arabidopsis thaliana] 
158741 

LIB3176-098-P1-K1-G7 

BLASTX 

g3859607 

356 

6,0e-34 

98 

77 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E-.21, N=l) [Arabidopsis thaliana] 

158742 

LIB3176-098-P1-K1-G8 

BLASTN 

gl6316 

273 

l.Oe-152 

289 

99 

A. thaliana gene for histone Hl-1 
158743 

LIB3176-098-P1-K1-G9 

BLASTX 

g416652 

254 

3.0e-22 

65 

74 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 
PCNT107) >gi_19793_emb_CAA39707_ (X56266) auxin-induced 
protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158744 

LIB3176-098-P1-K1-H1 

BLASTX 

gll3024 

349 

3.0e-33 



20849 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



94 
72 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 



158745 

LIB3176-098-P1-K1-H10 

BLASTX 

g2062158 

172 

8.0e-13 

43 

39 

(AC001645) jasmonate inducible 
thaliana] 



protein isolog [Arabidopsis 



158746 

LIB3176-098-P1-K1-H11 

BLASTX 

g3420239 

275 

6.0e-25 

53 

98 

(AF059484) actin [Gossypium hirsutum] 
158747 

LIB3176-098-P1-K1-H5 - 

BLASTX 

g4193382 

278 

6.0e-25 

79 

70 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

158748 

LIB3176-098-P1-K1-H7 

BLASTN 

g2266989 

82 

l.Oe-38 

154 

92 

Arabidopsis thaliana vacuolar type ATPase subunit A mRNA, 
complete cds 

158749 

LIB3176-098-P1-K1-H8 

BLASTX 

g4006883 

422 

l.Oe-41 

108 

78 



20850 



NCBI Description 



{Z99707) cysteine proteinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158750 

LIB3176-098-P1-K1-H9 

BLASTN 

g3482964 

207 

l.Oe-113 

246 

100 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158751 

LIB3176-099-P1-K1-A1 

BLASTX 

g4732091 

194 

5.0e-15 

76 

43 

(AF126742) bundle sheath defective protein 2 [Zea mays] 
158752 

LIB3176-099-P1-K1-A10 

BLASTX 

gll70089 

271 

2.0e-24 

61 

92 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 9778 9_dbj_BAA04554_ {D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158753 

LIB317 6-099-P1-K1-A12 

BLASTX 

g4262240 

255 

l.Oe-22 

60 

78 

(AC006200) putative stress protein [Arabidopsis thaliana] 
158754 

LIB3176-099-P1-K1-A4 

BLASTX 

g2828296 

197 

l.Oe-15 

42 

90 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 



20851 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158755 

LIB3176-099-P1-K1-A5 

BLASTX 

gl350720 

226 

3.0e-19 

54 

89 

60S RIBOSOMAL PROTEIN L32 
158756 

LIB317 6-099-P1-K1-A6 

BLASTX 

g4163997 

341 

l.Oe-32 

66 

94 

(AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158757 

LIB317 6-099-P1-K1-A7 

BLASTX 

g3184073 

169 

8.0e-12 

100 

40 

{AL023779) hypothetical protein [Schizosaccharomyces pombe] 
158758 

LIB317 6-099-P1-K1-A9 

BLASTN 

g2924768 

31 

9.0e-09 

47 

91 

Arabidopsis thaliana chromosome II BAC F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158759 

LIB317 6-099-P1-K1-B1 

BLASTX 

gll6392 

529 

3.0e-54 

100 

100 

CHALCONE SYNTHASE (NARINGENIN-CHALCONE SYNTHASE) 

>gi_66543_pir SYMUCN naringenin-chalcone synthase (EC 

2.3.1.74) - Arabidopsis. thaliana >gi_166670 (M20308) 
chalcone synthase [Arabidopsis thaliana] 



Seq. No. 



158760 



20852 



Seq. ID LIB3176-099-P1-K1-B11 

Method BLASTN 

NCBI GI - g4757405 

BLAST score 143 

E value 5.0e-75 

Match length 14 3 

% identity 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJIO, complete sequence 

Seq. No. 158761 

Seq. ID LIB3176-099-P1-K1-B12 

Method BLASTX 

NCBI GI g3047107 

BLAST score 190 

E value 2.0e-14 

Match length 4 6 

% identity 80 

NCBI Description (AF058919) Similar to actin binding protein; F6N23.12 
[Arabidopsis thaliana] 

Seq. No. 158762 

Seq. ID LIB3.176-099-P1-K1-B2 

Method BLASTN 

NCBI GI g4662628 

BLAST score 321 

E value O.Oe+00 

Match length 393 

% identity 97 

NCBI Description Arabidopsis thaliana chromosome II BAC F27O10 genomic 
sequence, complete sequence 

Seq. No. 158763 

Seq. ID LIB3176-099-P1-K1-B3 

Method BLASTX 

NCBI GI g477280 

BLAST score 158 

E value 9.0e-ll 

Match length 55 

% identity . 58 

NCBI Description mitochondrial processing peptidase (EC 3.4.99.41) 55K 

protein precursor - potato >gi_410633_bbs_13674 0 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber. Peptide Mitochondrial, 
534 aa] 

Seq. No. 158764 

Seq. ID LIB3176-099-P1-K1-B4 

Method BLASTN 

NCBI GI gl70432 

BLAST score 41 

E value 9.0e-14 

Match length 81 

% identity 88 

NCBI Description Tomato ATP-dependent protease (CD4A) gene, complete cds 

Seq. No. 158765 



20853 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3176-099-P1-K1-B5 
BLASTN 
g4512656 
195 

l.Oe-105 
401 
97 

Arabidopsis thaliana chromosome II BAC F7D19 qenomic 
sequence, complete sequence 

158766 

LIB3176-099-P1-K1-B6 
BLASTX 

g3264759 
205 

l.Oe-16 
59 
73 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 
158767 

LIB3176-099-P1-K1-B7 
BLASTX 
g2088654 
236 

2.0e-20 
56 
86 

{AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] ^ 

158768 

LIB3176-099-P1-K1-B8 

BLASTX 

g3913289 

151 

4.0e-10 

80 

47 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 
3-0-METHYLTRANSFERASE) (COMT) >gi 2240207 (AF006009) 
caffeic acid 0-methyltransf erase [Clarkia breweri] 

158769 

LIB317 6-099-P1-K1-B9 

BLASTN 

g3228389 

105 

3.0e-52 

165 

91 

Genomic sequence, for Arabidopsis thaliana BAC F17L21 
complete sequence [Arabidopsis thaliana] 

158770 

LIB3176-099-P1-K1-C1 



20854 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244749 

259 

5.0e-23 

54 

96 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
158771 

LIB3176-099-P1-K1-C10 

BLASTN 

g3449327 

75 

2.0e-34 

138 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23/ complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158772 

LIB317 6-099-P1-K1-C12 

BLASTN 

g3702731 

141 ' 

2.0e-73 

157 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 

158773 

LIB3176-099-P1-K1-C2 

BLASTX 

g282865 

496 

2.0e-50 

112 

84 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

158774 

LIB317 6-099-P1-K1-C4 

BLASTX 

gl750376 

472 

l.Oe-47 

100 

92 

{U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 {AC004165) ubiquitin activating enzyme (UBAl) 
[Arabidopsis thaliana] 



20855 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158775 

LIB3176-099-P1-K1-C6 

BLASTN 

g603055 

271 

l.Oe-151 

279 

99 

Arabidopsis thaliana inner mitochondrial membrane protein 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158776 

LIB317 6-099-P1-K1-C7 

BLASTN 

g3075383 

78 

2.0e-36 

78 

100 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



158777 

LIB317 6-099-P1-K1-C8 

BLASTN 

g2264307 

80 

l.Oe-37 

87 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MED24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158778 

LIB317 6-099-P1-K1-D10 

BLASTX 

g3153205 

428 

l.Oe-42 

92 

88 

(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 

158779 

LIB317 6-099-P1-K1-D11 

BLASTX 

gl32110 

587 

6.0e-61 

113 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 



20856 



# 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158780 

LIB3176-099-P1-K1-D12 

BLASTX 

g4371298 

430 

7.0e-43 

87 

57 

(AC006260) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158781 

LIB317 6-099-P1-K1-D2 

BLASTX 

gl351014 

306 

6.0e-28 

79 

75 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ 
ribosomal protein ^S8 [Oryza sativa] 



(D38010) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158782 

LIB317 6-099-P1-K1-D3 

BLASTX 

g3158370 

344 

7.0e-33 

65 

100 

{AF035382) catalase 3 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158783 

LIB317 6-099-P1-K1-D5 

BLASTN 

g4220627 

123 

l.Oe-62 

319 

5 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158784 

LIB3176-099-P1-K1-D6 

BLASTN 

g4757413 

70 

4 .Oe-31 

119 

37 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MX021, complete sequence 



PI clone: 



Seq. No. 



158785 



20857 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-099-P1-K1-D7 

BLASTN 

g4510323 

44 

9.0e-16 

71 

92 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

158786 

LIB317 6-099-P1-K1-D8 

BLASTN 

g3785992 

102 

2.0e-50 

187 

100 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158787 

LIB317 6-099-P1-K1-D9 

BLASTN 

g4455290 

317 

l.Oe-178 

410 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18A5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158788 

LIB317 6-099-P1-K1-E1 

BLASTN 

g3510339 

150 

3.0e-79 • 

150 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158789 

LIB317 6-099-P1-K1-E10 

BLASTN 

g4755185 

189 

l.Oe-102 

193 

99 

Arabidopsis thaliana chromosome II BAC F5G3 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 



158790 

LIB3176-099-P1-K1-E11 
BLASTX 



20858 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl35406 
215 

6.0e-26 

62 

100 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_99768_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) . 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

158791 

LIB3176-099-P1-K1-E2 

BLASTX 

g2498731 

491 

6.0e-50 

95 

98 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_88 6428_emb_CAA8 9838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

158792 

LIB317 6-099-P1-K1-E5 

BLASTX 

gl363489 

143 

2.0e-09 

41 

73 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158793 

LIB3176-099-P1-K1-E6 

BLASTX 

g2493129 

397 

4.0e-39 

80 

96 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 {V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158794 

LIB3176-099-P1-K1-E8 

BLASTX 

g4558679 

506 

l.Oe-51 

98 

100 

{AC006586) 40S Ribosomal protein S16 [Arabidopsis thaliana] 



20859 



Seq. No. 


158795 


Seq. ID 


LIB3176-099-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g282833 


BLAST score 


342 


E value 


2 . Oe-32 


Match length 


83 


% identity 


82 


NCBI Description 


phosphoglycerate kinase {! 


Seq. No. 


158796 


Seq. ID 


LIBJl 7 D-U99-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


300 


E value 


3. Oe-27 


Match length 


74 


% identity 


72 


NCBI Description 


40S RIBOSOMAL PROTEIN S19 


Seq. No. 


158797 


Seq. ID 


LIB3176-099-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


gl764099 


BLAST score 


36 


E value 


2 . Oe-11 


Match length 


63 


% identity 


94 


NCBI Description 


Arabidopsis thaliana GDP-] 




mRNA, complete cds 


Seq. No. 


158798 


Seq. ID 


LIB317 6-099-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gll72806 


BLAST score 


240 


E value 


3.0e-20 


Match length 


43 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN LIO 



,2.3) - spinach (fragment) 



(MURl) 



HOMOLOG) >gi_478401_pir JQ2244 ribosomal protein LlO.e, 

cytosolic - Arabidopsis thaliana >gi_17 682_emb_CAA7 8856_ 
{Z15157) Wilm's tumor suppressor homologue [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158799 

LIB3176-099-P1-K1-F4 

BLASTN 

g4760369 

157 

7.0e-83 

157 

100 

Arabidopsis thaliana ATP dependent copper transporter 
(RANI) mRNA, complete cds 



Seq. No. 



158800 



20860 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3176-099-P1-K1-F6 

BLASTN 

g3985954 

60 

5.0e-25 

84 

48 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG21, complete sequence [Arabidopsis thaliana] 



PI clone: 



158801 

LIB3176-099-P1-K1-F7 

BLASTX 

g3024871 

271 

3.0e-24 

85 

61 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 

158802 

LIB3176-099-P1-K1-F8 

BLASTN 

gl66705 

87 

2.0e-41 

87 

100 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase C subunit (GapC) gene, complete cds 

158803 

LIB3176-099-P1-K1-F9 

BLASTX 

gll9350 

192 

4.0e-18 

53 

100 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA4 1114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24 635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

158804 

LIB317 6-099-P1-K1-G1 

BLASTN 

g3292807 

186 

l.Oe-100 
194 



20861 



% identity 

NCBI Description 



Seq. No. 

Seq". ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

158805 

LIB3176-099-PL-K1-G11 

BLASTX 

g4753651 

143 

2.0e-09 

35 

83 

(AL049751) ribosomal protein L13a like protein [Arabidopsis 
thaliana] 

158806 

LIB3176-099-P1-K1-G12 

BLASTX 

g4371282 

259 

5.0e-23 
61 
85 

(AC006260) 
thaliana] 



putative SOS ribosomal protein L12 [Arabidopsis 



158807 

LIB317 6-099-P1-K1-G2 

BLASTX 

g2851508 

491 

8.0e-50 

100 

94 

60S RIBOSOMAL PROTEIN L21 >gi__2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 


158808 


Seq. ID 


LIB3176-099- 


Method 


BLASTN 


NCBI GI 


g3451391 


BLAST score 


143 


E value 


5.0e-75 


Match length 


155 


% identity 


98 


NCBI Description 


Arabidopsis 




protein 


Seq. No. 


158809 


Seq. ID 


LIB3176-099 


Method 


BLASTX 


NCBI GI 


g2062161 


BLAST score 


213 


E value 


l.Oe-17 



thaliana mRNA for mitochondrial uncoupling 



20862 



Match length 

% identity 

NCBI Description 



43 
93 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158810 

LIB3176-099-P1-K1-G5 

BLASTX 

g4127456 

245 

2.0e-21 

53 

100 

(AJ01O818) Cpn21 protein [Arabidopsis thaliana] 
158811 

LIB3176-099-P1-K1-G6 

BLASTX 

g3885511 

347 

7.0e-33 

95 

76 

(AF084200). similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



Seq. No. 


158812 


Seq. ID 


LIB317 6-099-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g547390 


BLAST score 


39 


E value 


l.Oe-12 


Match length 


46 


% identity 


96 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


158813 


Seq. ID 


LIB317 6-099-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g4835223 


BLAST score 


83 


E value 


4.0e-39 


Match length 


164 


% identity 


93 


NCBI Description 


Arabidopsis thaliana 




{ESSA project) 


Seq. No. 


158814 


Seq. ID 


LIB317 6-099-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3355471 


BLAST score 


178 


E value 


l.Oe-13 


Match length 


66 


% identity 


47 


NCBI Description 


(AC004218) putative : 




thaliana] 



20863 



Seq. No. 


158815 


Seq. ID 


LIB3176-099-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2982301 


BLAST score 


177 


E value 


5.0e-13 


Match length 


74 


% identity 


51 


NCBI Description 


{AF051235) YGLOlOw-1 


Seq. No. 


158816 


Seq. ID 


LIB317 6-099-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g3985955 


BLAST score 


35 


E value 


3.0e-10 


Match length 


39 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 



PI clone: 



MTH16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158817 

LIB3i76-099-Pl-Kl-H5 

BLASTN 

g3236234 

95 

4.0e-46 

202 

98 

Arabidopsis thaliana chromosome II BAG F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158818 

LIB317 6-099-P1-K1-H7 

BLASTX 

g232031 

173 

6.0e-13 

53 

60 

ELONGATION FACTOR 1 BETA* >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158819 

LIB3176-099-P1-K1-H9 

BLASTN 

g3337347 

66 

2.0e-29 

74 

97 

Arabidopsis thaliana chromosome II BAG F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



20864 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158820 

LIB3176-101-P1-K1-A1 

BLASTX 

g464621 

169 

2.0e-12 

43 

72 

60S RIBOSOMAL PROTEIN L6 {YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

158821 

LIB3176-101-P1-K1-A10 

BLASTX 

gl076366 

532 

l.Oe-54 

104 

96 

peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 
thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158822 

LIB3176-101-P1-K1-A11 

BLASTX 

g549056 

222 

3.0e-18 

67 

67 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-l-BETA) (CCT-BETA) 

>gi_631651_pir S43059 CCT (chaperonin containing TCP-1) 

beta chain - mouse >gi_4 6854 6_emb_CAA83428_ '{Z31553) CCT 
(chaperonin containing TCP-1) beta subunit [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158823 

LIB3176-101-P1-K1-A12 

BLASTX 

g549056 

222 

4.0e-18 

70 

66 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-l-BETA) (CCT-BETA) 

>gi_631651_pir S43059 CCT (chaperonin containing TCP-1) 

beta chain - mouse >gi_4 6854 6_emb_CAA83428_ (Z31553) CCT 
(chaperonin containing TCP-1) beta subunit [Mus musculus] 



Seq. No. 
Seq. ID 
Method 



158824 

LIB3176-101-P1-K1-A5 
BLASTN 



20865 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2335089 
107 

l.Oe-53 

115 

98 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158825 

LIB3176-101-P1-K1-A6 

BLASTN 

g3668073 

398 

O.Oe+00 

398 

100 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158826 

LIB3176-101-P1-K1-A7 

BLASTN 

g2564045 

132 

2. Oe-68 

144 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K8K14, complete sequence [Arabidopsis thaliana] 

158827 

LIB3176-101-P1-K1-A8 

BLASTN 

g4584387 

75 

4.0e-34 

•127 

98 

Arabidopsis thaliana DNA' chromosome 4, 
(ESSA project) 



BAC clone F7J7 



158828 

LIB3176-101-P1-K1-A9 

BLASTX 

g2655420 

260 

4.0e-23 

50 

98 

{AF035414) heat shock cognate protein HSC70 [Brassica 
napus] 

158829 

LIB3176-101-P1.-K1-B1 

BLASTN 

gl769904 

229 



20866 



E value l.Oe-126 

Match length 237 

% identity 99 

NCBI Description A.thaliana psbP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158830 

LIB3176-101-P1-K1-B10 

BLASTX 

g3193285 

412 

2.0e-40 

90 

91 

{AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
158831 

LIB3176-101-P1-K1-B11 

BLASTN 

g4159707 

162 

3.0e-86 

162 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MJK13, complete sequence 

158832 

LIB3176-101-P1-K1-B12 

BLASTX 

g4585882 . 

483 

l.Oe-48 

93 

99 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

158833 

LIB3176-101-P1-K1-B2 

BLASTX 

g3335365 

549 

2.0e-56 

136 

80 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158834 

LIB3176-101-P1-K1-B3 

BLASTN 

g2827142 

265 

l.Oe-147 

301 

97 

Arabidopsis thaliana cellulose synthase catalytic subunit 



20867 



(Ath-B) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158835 

LIB3176-101-P1-K1-B4 

BLASTX 

g.4336756 

547 

2.0e-56 

107 

97 

{AF104453) catalase [Brassica juncea] 
158836 

LIB3176-101-P1-K1-B5 

BLASTN 

gl2219 

114 

3.0e-57 

350 

92 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
158837 

LIB3176-101-P1-K1-B7 

BLASTX 

g4587541 

631 

5,0e-66 

132 

94 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T44453, gb_T04815, 
gb_T45993, gb_R30138, gb_AI099570 and gb_T22281 come from 
this gene. [Arabidopsis thaliana] 

158838 

LIB3176-101-P1-K1-B8 

BLASTX 

gl709446 

520 

4.0e-53 

113 

93 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 

PRECURSOR (PDHEl-A) >gi_2117533_pir JC4358 pyruvate 

dehydrogenase (lipoamide) {EC 1.2.4.1) complex El alpha 
chain - Arabidopsis thaliana mitochondrion >gi_710400 
(U21214) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

158839 

LIB317 6-101-P1-K1-B9 

BLASTN 

g4558521 

269 

l.Oe-149 
437 



20868 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

158840 

LIB3176-101-P1-K1-C1 

BLASTX 

g3176668 

544 

5.0e-56 

107 

98 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 

158841 

LIB3176-101-P1-K1-C10 

BLASTN 

g4455168 

100 

2.0e-49 

136 

92 

Arabidopsis" thaliana DNA chromosome 4, BAC clone FIOMIO 
(ESSAII project 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158842 

LIB3176-101-P1-K1-C11 

BLASTX 

gll3379 

223 

3.0e-18 

73 

62 

ALCOHOL DEHYDROGENASE 
dehydrogenase (EC 1.1. 
alcohol dehydrogenase 



2 >gi_65902_pir DEP0A2 alcohol 

1.1) 2 - potato >gi_169469 (M25153) 
2 (EC 1.1.1.1) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158843 

LIB3176-101-P1-K1-C12 

BLASTX 

g2911057 

622 

6.0e-65 

121 

100 

(AL021961) caffeoyl-CoA 0-methyltransf erase - like protein 
[Arabidopsis thaliana] 

158844 

LIB3176-101-P1-K1-C2 

BLASTX 

gl26766 

157 

4.0e-ll 
43 



20869 



% identity 74 

NCBI Description MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4,1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 



Seq. No. 


158845 


Seq. ID 


LIB3176-101-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4544419 


BLAST score 


289 


E value 


4 . Oe-26 


Match length 


90 


B laenLity 


/ u 


NCBI Description 


(AC006955) unknown protein [Arabidopsis thaliana] 


Seq. No. 


158846 


Seq. ID 


LIB3176-101-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g3510247 


BLAST score 


237 


E value 


l.Oe-130 


Match length 


342 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAG F19D11 genomic 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158847 

LIB3176-101-P1-K1-C5 

BLASTX 

g2062161 

55 

8.0e-41 

94 

50 

(AC001645) jasmonate 
thaliana] 



inducible protein 



isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158848 

LIB3176-101-P1-K1-C7 

BLASTX 

g4689386 

361 

2.0e-34 

139 

55 

(AF139468) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158849 

LIB3176-101-P1-K1-C8 

BLASTN 

g2264307 

75 

6.0e-34 

75 

100 

Arabidopsis thaliana genomic DNA, 



chromosome 5, PI clone: 



20870 



MED24, complete sequence [Arabidopsis thaliana] 



Seq. No. 


158850 


Seq. ID 


LIB3176-101-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl370184 


BLAST score 


214 


E value 


9.0e-18 


Match length 


47 


% identity 


91 


NCBI Description 


(Z73941) RAB7B [Lotus japonicus] 


Seq. No. 


158851 


Seq. ID 


LIB3176-101-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g438450 


BLAST score 


187 


E value 


l.Oe-101 


Match length 


223 


% identity 


96 


NCBI Description 


Arabidopsis thaliana delta-12 desaturase (Fad2) mRNA, 




complete cds 


Seq. No. 


158852 


Seq. ID 


LIB3176-101-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl773330 


BLAST score 


278 


E value 


3.0e-25 


Match length 


62 


% identity 


87 


NCBI Description 


(U80071) glycolate oxidase [Mesembryanthemum crystall 


Seq. No. 


158853 


Seq. ID 


LIB3176-101-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2911071 


BLAST score 


252 


E value 


9. Oe-22 


Match length 


101 


% identity 


55 


NCBI Description 


(AL021960) hypothetical protein [Arabidopsis thaliana; 


Seq. No. 


158854 


Seq. ID 


LIB3176-101-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3023848 


BLAST score 


549 


E value 


2.0e-56 


Match length 


119 


% identity 


34 


NCBI Description 


GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 



PROTEIN (WD-4 0 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 158855 



20871 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-101-P1-K1-D2 

BLASTX 

g4544419 

304 

l.Oe-27 

64 

94 

(AC006955) 



unknown protein [Arabidopsis thaliana] 



158856 

LIB317 6-101-P1-K1-D3 

BLASTN 

g3522932 

152 

4.0e-80 

309 

94 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158857 

LIB317 6-101-P1-K1-D4 

BLASTX 

g4417280 

547 

3.0e-56 

123 

90 

(AC007Q19) putative ATP synthase [Arabidopsis thaliana] 
158858 

LIB3176-101-P1-K1-D7 

BLASTN 

g2656030 

110 

3. Oe-55 

169 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158859 

LIB3176-101-P1-K1-D8 

BLASTN 

g2618683 

40 

l.Oe-13 

81 

96 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158860 

LIB317 6-101-P1-K1-D9 

BLASTX 

g445612 

466 



20872 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-47 

102 

88 

ribosomal protein S19 [Solanum tuberosum] 
158861 

LIB317 6-101-P1-K1-E1 

BLASTX 

gll9143 

316 

l,0e-29 

63 

97 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_2957 88_emb_CAA34 453_ 

(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
• >gi_1369927_emb_CAA34 454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 

{X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 {U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

158862 

LIB317 6-101-P1-K1-E10 

BLASTX 

g2243120 

161 

l.Oe-11 

32 

100 

(Y10845) O-acetylserine (thiol) lyase [Brassica juncea] 
158863 

LIB3176-101-P1-K1-E11 

BLASTN 

g3193282 

228 

l.Oe-125 

285 

99 

Arabidopsis thaliana BAC T14P8 
158864 

LIB317 6-101-P1-K1-E2 

BLASTX 

g3024022 

580 

5.0e-60 

127 

85 

INITIATION FACTOR 5A-5 (EIF-5A) {EIF-4D) 

>gi_2225885_dbj_BAA2087 9_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq. No. 



158865 



20873 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-101-P1-K1-E3 

BLASTX 

g4582468 

180 

9.0e-14 

39 

95 

(AC007071) putative 40S ribosomal protein; contains 
C-tenuinal domain [Arabidopsis thaliana] 

158866 

LIB3176-101-P1-K1-E4 

BLASTN 

g2182286 

247 

l.Oe-136 

247 

100 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158867 

LIB3176-101-P1-K1-E5 ^ ' 

BLASTN 

g2182286 

186 

l.Oe-100 

194 

91 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158868 

LIB3176-101-P1-K1-E7 

BLASTX 

g4371282 

272 

l.Oe-24 

57 

93 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158869 

LIB3176-101-P1-K1-F1 

BLASTX 

g484656 

512 

4 .Oe-52 

134 

74 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) 
cucumber >gi_452165_dbj_BAA05408_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 



Seq. No. 
Seq. ID 



158870 

LIB3176-101-P1-K1-F10 



20874 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352347 

472 

2.0e-47 
93 

100 . 

ELONGATION FACTOR 1-BETA Al (EF-l-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scbre 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158871 

LIB317 6-101-P1-K1-F11 

BLASTN 

g3004543 

251 

l.Oe-139 

324 

99 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158872 

LIB317 6-101-P1-K1-F12 

BLASTN 

g2275194 

106 

l.Oe-52 

273 

95 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158873 

LIB3176-101-P1-K1-F2 

BLASTX 

gll3024 

399 

3,0e-54 

114 

94 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

158874 

LIB3176-101-P1-K1-F3 

BLASTX 

gl66765 

337 

8.0e-32 

71 

92 

(M23106) heat shock protein HSP70-1 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



158875 

LIB3176-101-P1-K1-F4 



20875 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2924733 

249 

l.Oe-138 

289 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

158876 

LIB3176-101-P1-K1-F5 

BLASTN 

g2264312 

172 

3.0e-92 

176 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K16, complete sequence [Arabidopsis thaliana] 

158877 

LIB3176-101-P1-K1-F6 

BLASTX 

g2306917 

454 

l.Oe-45 

85 

100 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 

158878 

LIB3176-101-P1-K1-F7 

BLASTX 

g2738248 

284 

6.0e-26 

60 

90 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

158879 

LIB317 6-101-P1-K1-F8 

BLASTX 

g728873 

335 

6.0e-32 

71 

92 

L-ASCORBATE PEROXIDASE, CYTOSOLIC (AP) 

>gi_322534_pir S28856 L-ascorbate peroxidase (EC 

1.11.1.11), cytosolic - Arabidopsis thaliana 
>gi_16173_emb_CAA4 2168_ (X59600) L-ascorbate peroxidase 
[Arabidopsis thaliana] >gi_217833_dbj_BAA03334_ (D14442) 
ascorbate peroxidase [Arabidopsis thaliana] >gi_1532170 
(U63815) ascorbate peroxidase [Arabidopsis thaliana] 



20876 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158880 

LIB3176-101-P1-K1-F9 

BLASTX 

g3193323 

382 

4 .Oe-37 

80 

95 

(AF069299) similar to ribosomal protein S13 (Pfam; SlS.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158881 

LIB3176-101-P1-K1-G1 

BLASTX 

g3219271 

292 

l.Oe-26 

63 

90 

(AB015315) MAP kinase 



kinase 4 [Arabidopsis thaliana] 



158882 

LIB3176-101-P1-K1-G10 

BLASTX 

g2651314 

186 

2.0e-14 

53 

70 

(AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158883 

LIB317 6-101-P1-K1-G11 

BLASTX 

gl524280 

188 

l.Oe-14 

71 

54 

(Z79702) rocE [Mycobacterium tuberculosis] 
158884 

LIB317 6-101-P1-K1-G12 

BLASTX 

g4587544 

521 

2.0e-53 

110 

95 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T75865, gb_R30449, 
gb_AI239373, gb_F19931 and gb_F19930 come from this gene, 
[Arabidopsis thaliana] 



20877 



Seq. No. 


lOoooO 


Seq. ID 


LIBJl / D-lUl-Pl-Kl-G^ 


Metnoa 


DT a CTY 
DJjAo i A 


NUni bi 


r^A nn QQ T 
g^ uu y o o 


BLAST score 


221 


E value 


5.0e-18 


Matcn iengcn 


A Q 


% Identity 


Q Q 

oo 


NCBI Description 


Dub KlnUbUMAL FKUibiN liii, UnJjUKUFLiAb i tr 




>gi z/yb^o pir Kobrii riDosomai prorem 




spinacn >gi zuu eitiD uAAjyyou (Aobbio; 




Lll [Spinacia oleracea] 


beq. NO. 


1 c;o p o ^ 
1 Do o 0 b 


Seq. ID 


Liboi / b-iUi-ri— J\J.-b4 


Method 


BLASTX 


NCBI GI 


g4455253 


BLAST score 


b J / 


E value 


1 . Ue-DD 


Match length 


lol 


% identity 


ol 


NCBI Description 


(ALUJoOiiJ) superoxide aisiuutase (hu i.io 




(Fe) (fragment) [Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LIB3176-101-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4 4 byU/Co 


BLAST score 


>l A A 

4yy 


E value 


1 . Oe-50 


Match lengtn 




% identity 


78 


NCBI Description 


(ALuoDDQ^i) putative protein [Arabidopsis 


Seq. No. 


1 c o o o o 


Seq. ID 


txtdoitc tat OT ti^l 

LIBol / b-lUl-Pl-Kl-Gb 


Method 


" BLASTX 


NCBI GI 


g3021506 


BLAST score 


z4 1 


E value 


-1 A ^ OA 

1 . Oe-20 


Match length 


A O 

yj 


% identity 


o4 


NCBI Description 


(XyD/27) isocitrate denydrogenase {NAD+) 




tabacum] 


Seq. No. 


T C Q Q 0 Q 

looo 0 y 


oeq. lu 


T 7(^-1 ni -PI -Kl —CI 


Method 


BLASTX 


NCBI GI 


g2529682 


BLAST score 


289 


E value 


5.0e-26 


Match length 


118 


% identity 


53 • 


NCBI Description 


(AC002535) unknown protein [Arabidopsis i 



Seq. No. 



158890 



20878 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-I01-P1-K1-G8 

BLASTN 

g4191771 

282 

l,0e-157 

294 

99 

Arabidopsis thaliana chromosome II BAG F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158891 

LIB317 6-101-P1-K1-G9 

BLASTN 

g4102581 

148 

9.0e-78 

214 

100 

Arabidopsis thaliana CAO gene, 
chloroplast protein, complete 



nuclear gene encoding 
cds 



1588 92 

LIB317 6-101-P1-K1-H1 

BLASTN 

g21142 

38 

l.Oe-12 

50 

94 

Mustard mRNA for cytosolic glyceraldehyde-3-phosphate 
dehydrogenase {GAPDH, NAD-specif ic; EC 1.2.1.12) 

158893 

LIB317 6-101-P1-K1-H10 

BLASTX 

gl673395 

181 

3.0e-13,. 

60 

55 

(Z82044) hypothetical 9.1 kd protein [Bacillus subtilis] 
>gi_2633195_emb_CAB12700_ (Z99108) similar to 
thiol-specif ic antioxidant protein [Bacillus subtilis] 

158894 

LIB317 6-101-P1-K1-H11 

BLASTX 

g584825 

297 

2.0e-27 

63 

87 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297 889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 



158895 



20879 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-101-P1-K1-H12 

BLASTX 

g584825 

443 

2.0e-4 4 

94 

86 

B2 PROTEIN >gi_322726__pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ {X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158896 

LIB317 6-101-P1-K1-H2 

BLASTX 

g4218120 

308 

3.0e-28 

85 

74 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158897 

LIB317 6-101-P1-K1-H5 

BLASTX 

g3776575 

340 

6.0e-32 

83 

80 

(AC005388) Similar to Schizosaccharomyces CCAAT-binding 
factor F7G19.16 gi_1922964 from Arabidopsis thaliana BAG 
gb_AC000106. EST gb_H36963 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


158898 


Seq. ID 


LIB3176-101-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl350768 


BLAST score 


356 


E value 


5.0e-34 


Match length 


99 


% identity 


76 


NCBI Description 


60S RIBOSOMAL PROTEIN L7A 


Seq. No. 


158899 


Seq. ID 


LIB317 6-101-P1-.K1-H7 


Method 


BLASTN 


NCBI GI 


g3193282 


BLAST score 


60 


E value 


l.Oe-25 


Match length 


68 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAG *: 


Seq. No. 


158900 


Seq. ID 


LIB317 6-101-P1-K1-H8 



20880 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 
. % identity 
'NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll72977 

337 

4.0e-32 

76 

92 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

158901 

LIB317 6-101-P1-K1-H9 

BLASTN 

g2143226 

85 

2.0e-40 
133 • 
91 

Brassica napus mRNA for glyoxysomal isocitrate lyase 
158902 

LIB3176-102-P1-K1-A1 

BLASTX 

g2911068 

350 

2.0e-33 

64 

100 

(AL021960) GlO-like protein [Arabidopsis thaliana] 
158903 

LIB317 6-102-P1-K1-A11 

BLASTN 

g2815404 

245 

l.Oe-135 

249 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4 , complete sequence [Arabidopsis thaliana] 

158904 

LIB3176-102-P1-K1-A3 

BLASTX 

g2160174 

563 

3.0e-58 
113 • 
97 

(AC000132) Identical to A. thaliana PUR2 (gb_X74766) . ESTs 
gb_ATTS3927, gb_N96446 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



^58905 

LIB317 6-102-P1-K1-A4 

BLASTX 

g543841 

342 



20881 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-32 

70 

97 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
{M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 {AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

158906 

LIB3176-102-P1-K1-A5 

BLASTX 

g2129648 

275 

6.0e-25 

51 

54 

MYB-related protein 33, 3K 
>gi_1263095_emb_CAA90809_ 
[Arabidopsis thaliana] 



- Arabidopsis thaliana 
(Z54136) MYB-related protein 



158907 

LIB317 6-102-P1-K1-A6 

BLASTX 

g2129569 

439 

l.Oe-43 

104 

83 

cytosolic cyclophilin R0C3 - Arabidopsis thaliana 
>gi_1305455 (U40399) cytosolic cyclophilin [Arabidopsis 
thaliana] >gi_4 581104_gb_AAD24594 . 1_AC005825_1 (AC005825) 
cytosolic cyclophilin (R0C3) [Arabidopsis thaliana] 

158908 

LIB3176-102-P1-K1-A8 

BLASTN 

gl695716 

51 

4 .Oe-20 

71 

93 

Arabidopsis thaliana DNA for luminal binding protein, 
complete cds 

158909 

LIB3176-102-P1-K1-B10 

BLASTX 

gl518540 

636 

l.Oe-66 

132 

90 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 



158910 



20882 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-102-P1-K1-B11 

BLASTX 

gl518540 

505 

3.0e-53 

124 

86 

(U53418) 



UDP-glucose dehydrogenase [Glycine max] 



158911 

LIB3176-102-P1-K1-B12 

BLASTN 

g2245031 

121 

2.0e-61 

181 

92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

158912 

LIB317 6-102-P1-K1-B2 

BLASTX 

gll5783 

549 

2.0e-56 

106 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

158913 

LIB3176-102-P1-K1-B3 

BLASTX 

gl34025 

550 

2.0e-56 

131 

83 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_11863_emb_CAA7737 8_ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 

158914 

LIB317 6-102-P1-K1-B4 

BLASTX 

gl710530 

533 

8.0e-55 

99 

96 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 



20883 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_1107487_einb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

158915 

LIB3176-102-P1-K1-B5 

BLASTX 

gl710530 

149 

6.0e-10 

42 

67 

60S RIBOSOMAL PROTEIN L27A >gi_212973.9_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

158916 

LIB317 6-102-Pl-KlrB6 

BLASTX 

g3551052 

465 

8.0e-56 

115 

96 

-(AB011545) GF14 mu [Arabidopsis thaliana] 
>gi_4559343_gb_AAD23005.1_AC007087_24 {AC007087) DNA 
regulatory protein GF14 mu [Arabidopsis thaliana] 

158917 

LIB317 6-102-P1-K1-B7 

BLASTN 

g2264306 

155 

6.0e-82 

183 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 

158918 

LIB3176-102-P1-K1-C1 

BLASTX 

g4741940 

235 

5.0e-2G 

46 

96 

{AF134120) Lhca2 protein [Arabidopsis thaliana] 
158919 

LIB317 6-102-P1-K1-C10 

BLASTN 

g2182286 

38 

l.Oe-12 

58 

91 



20884 



NCBI Description 



Sequence of BAG F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No, 


158920 


Seq. ID 


LIB3176-102-P1-K1-G11 


Method - 


BLASTX 


NCBI GI 


gl4084 73 


BLAST score 


423 


E value 


1 . Oe-4 1 


Match length 


85 


% identity 


95 


NGBI Description 


(U4o93y) actin depolymerizmg r< 




thaliana] 


Seq. No. 


158921 


Seq. ID 


LIB317 6-10^-Pl-Kl-C12 


Method 


BLASTX 


NGBI GI 


g3882081 


BLAST score 


457 


E value 


8 . Oe-46 


Match length 


95 


% identity 


35 


NGBI Description 


(AJ012552) polyubiquitin [Vicia 


Seq. No. 


158922 


Seq. ID 


LIB317 6-102-P1-K1-G2 


Method 


BLASTX 


NGBI GI 


g2160168 


BLAST score 


'337 


E value 


l.Oe-32 


Match length 


75 


% identity 


91 


NGBI Description 


(AC000132) Strong similarity to 



2 [Arabidopsis 



phosphoglycerate mutase (gb_X70652) . ESTs 

gb_T41853, gb_T76648 come from this gene. [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



158923 

LIB317 6-102-P1-K1-G3 

BLASTX 

g99772 

444 

3.0e-44 

117 

80 

ubiquitin 81-aa extension protein 2 - Arabidopsis thaliana 
>gi_166936 (J05540) ubiquitin extension protein (UBQ6) 
[Arabidopsis thaliana] >gi_3522953 (AG004411) ubiquitin 
extension protein (UBQ6) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NGBI GI 
BLAST score 
E value 
Match length 



158924 

LIB3176-102-P1-K1-G4 

BLASTN 

gl66935 

86 

l.Oe-40 
146 



20885 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

A,thaliana ubiquitin extension protein (UBQ6) gene, 
complete cds 

158925 

LIB3176-102-P1-K1-C5 

BLASTN 

g2444276 

102 

3.0e-50 

122 

96 

Arabidopsis thaliana GSK3/shaggy-like protein kinase (GSKl) 
luRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158926 

LIB3176-102-P1-K1-C6 

BLASTX 

g3688799 

485 

4 .Oe-49 

99 

98 

(AF057137) gamma tonoplast intrinsic protein 2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158927 

LIB317 6-102-P1-K1-C7 

BLASTX 

gl709970 

458 

7.0e-46 

114 

81 

60S RIBOSOMAL PROTEIN LlOA 
158928 

LIB317 6-102-P1-K1-C8 

BLASTN • 

g4589432 

268 

l.Oe-149 

276 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MMJ24 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158929 

LIB317 6-102-P1-K1-D1 

BLASTX 

gl946367 

530 

2.0e-54 

111 

94 

(U93215) unknown protein [Arabidopsis thaliana] 



20886 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158930 

LIB3176-102-P1-K1-D10 

BLASTX 

g267083 

321 

6.0e-30 

63 

92 

TUBULIN BETA-9 CHAIN >gi_320190_pir JQ1593 tubulin beta-9 

chain - Arabidopsis thaliana >gi_166910 (M84706) beta-9 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158931 

LIB3176-102-P1-K1-D11 

BLASTX 

g2199574 

267 

5.0e-24 

52 

94 

(AF004293) aquaporin [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158932 

LIB317 6-102-P1-K1-D12 

BLASTX 

g2088654 

284 

l.Oe-25 

68 

85 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158933 

LIB3176-102-P1-K1-D2 

BLASTN 

g4589428 

191 

l.Oe-103 

346 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158934 

LIB3176-102-P1-K1-D3 

BLASTN 

gl030724 

107 

2.0e-53 

213 

86 

A. thaliana DNA for pyrroline-5-carboxylase synthetase gene 



Seq. No. 
Seq. ID 
Method 



158935 

LIB3176-102-P1-K1-D4 
BLASTN 



20887 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080406 
344 

O.Oe+00 

344 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F23E12 



158936 

LIB3176-102-P1-K1-D5 

BLASTN 

g4454447 

40 

2.0e-13 

72 

89 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



158937 

LIB3176-102-P1-K1-D6 

BLASTN 

g3869065 

229 

l.Oe-126 

233 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K24M7, complete sequence [Arabidopsis thaliana] 



TAG clone 



158938 

LIB3176-102-P1-K1-D7 

BLASTX 

g481821 

415 

l.Oe-40 

96 

83 

probable glutathione transferase (EC 2.5. 
ERDll) - Arabidopsis thaliana >gi_4 97788_ 



1.18) (clone 
dbj_BAA04553_ 



(D17 672) glutathione S-transf erase [Arabidopsis thaliana] 
158939 

LIB317 6-102-P1-K1-E1 

BLASTX 

g4325345 

624 

3.0e-65 

139 

88 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l); contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E-1.4e-42 
N=l) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



158940 

LIB3176-102-P1-K1-E10 



20888 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464662 

247 

2.0e-21 

88 

61 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
PROTEIN RNP-T) (RNA-BINDING PROTEIN 1) 

>gi_282884_pir S28057 RNA-binding protein RNP-T - 

Arabidopsis thaliana >gi_164 90_emb_CAA4 6347_ (X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
{M94554) 31 kDa RNA binding protein [Arabidopsis thaliana] 
>gi_475718 (U08467) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_einb_CAA22986_ (AL035356) RNA-binding 
protein RNP-T precursor [Arabidopsis thaliana] 

>gi_7 37169_prf 1921382A RNA-binding protein [Arabidopsis 

thaliana] 

158941 

LIB3176-102-P1-K1-E11 

BLASTX 

gl32074 

465 - • - 

8.0e-47 

88 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

158942 

LIB3176-102-P1-K1-E12 

BLASTX 

g4263509 

530 

2.0e-54 

110 

96 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
158943 

LIB317 6-102-P1-K1-E2 

BLASTN 

g3869073 

266 

l.Oe-148 

270 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKN22/ complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158944 

LIB3176-102-P1-K1-E4 

BLASTN 

g4510408 

201 



20889 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match • length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-109 

285 

93 

Arabidopsis thaliana chromosome II BAC T1E2 genomic 
sequence, complete sequence 

158945 

LIB3176-102-P1-K1-E5 

BLASTX 

g4539417 

158 

5.0e-ll 

35 

91 

(AL04 9171) putative protein [Arabidopsis thaliana] 
158946 

LIB3176-102-P1-K1-E6 

BLASTX 

gl419090 

384 

2.0e-37 
95 

75 . 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

158947 

LIB317 6-102-P1-K1-E7 

BLASTX 

g4587595 

227 

8.0e-19 

70 

59 

(AC006951) putative proline-rich protein APG [Arabidopsis 
thaliana] 

158948 

LIB3176-102-P1-K1-E8 

BLASTX 

g464621 

324 

9.0e-35 

107 

68 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158949 

LIB317 6-102-P1-K1-E9 

BLASTX 

g266936 

269 

7.0e-24 



20890 



Match length 

% identity 

NCBI Description 



85 
67 

505 RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir ^A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 



Seq. No. 


158950 


Seq. ID 


LIB317 6-102-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g2052382 


BLAST score 


49 


E value 


9.0e-19 


Match length 


77 


% identity 


91 


NCBI Description 


Arabidopsis thaliana calreticulin 


Seq. No. 


158951 


Seq. ID 


LIB317 6-102-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4102703 


BLAST score 


575 


E value 


l.Oe-59 


Match length 


122 


% identity 


94 


NCBI Description 


(AF015274 ) ribulose-5-phosphate-3 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



158952 

LIB317 6-102-P1-K1-F12 

BLASTN 

g3068702 

265 

l.Oe-147 

342 

98 

Arabidopsis thaliana putative transmembrane protein Glp 
(AtGl), putative nuclear DNA-binding protein G2p (AtG2), 
Eml protein (ATEMl), putative chlorophyll synthetase 
(AtG4), putative transmembrane protein G5p (AtG5), put 

158953 

LIB317 6-102-P1-K1-F2 

BLASTN 

g4757409 

71 

l.Oe-31 

344 

58 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

158954 

LIB317 6-102-P1-K1-F3 

BLASTX 

g2498731 



20891 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 

3.0e-29 

82 

73 

PROBABLE NADP- DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

158955 

LIB3176-102-P1-K1-F4 

BLASTN 

g3660470 

228 

l.Oe-125 

248 

98 

Arabidopsis thaliana mRNA for Succinate dehydrogenase 
flavoprotein (alpha) subunit 

158956 

LIB317.6-102-P1-K1-F5 

BLASTX 

g4755189 

398 

6.0e-39 

104 

71 

(AC007018) putative cytochrome P450 [Arabidopsis thaliana] 
158957 

LIB317 6-102-P1-K1-F6 

BLASTX 

g464662 

254 

8.0e-22 
114 

51 . 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
PROTEIN RNP-T) (RNA-BINDING PROTEIN 1) 

>gi_282884_pir S28057 RNA-binding protein RNP-T - 

Arabidopsis thaliana >gi_164 90_eiTib_CAA4 6347_ (X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
(M94554) 31 kDa RNA binding protein [Arabidopsis thaliana] 
>gi_475718 (U08467) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_enib_CAA22986_ (AL035356) RNA-binding 
protein RNP-T precursor [Arabidopsis thaliana] 

>gi_737169_prf 1921382A RNA-binding protein [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



158958 

LIB3176-102-P1-K1-F7 

BLASTN 

gl6489 

161 

2.0e-85 
221 



20892 



% identity 94 

NCBI Description A.thaliana mRNA for RNA-binding protein (RNP-T) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



158959 

LIB3176-102-P1-K1-F8 

BLASTX 

g3024022 

320 

2,0e-38 

98 

84 

INITIATION FACTOR 5A-5 {EIF-5A) (EIF-4D) 

>gi_2225885_dbj_BAA20879_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158960 

LIB317 6-102-P1-K1-F9 

BLASTN 

g4454022 

66 

7.0e-29 

82 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F9D16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158961 

LIB317 6-102-P1-K1-G10 

BLASTX 

gll5767 

619 

9.0e-65 

116 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158962 

LIB3176-102-P1-K1-G11 

BLASTN 

g3193282 

249 

l.Oe-138 

314 

100 

Arabidopsis thaliana BAC T14P8 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



158963 

LIB3176-102-P1-K1-G12 

BLASTN 

g3785992 

151 



20893 



E value 
Match length 
% Identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-80 

163 

98 

Arabidopsis thaliana chromosome II BAG T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158964 

LIB3176-102-P1-K1-G5 

BLASTX 

g2911071 

412 

2.0e-40 

105 

72 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
158965 

LIB3176-102-P1-K1-G6 

BLASTX 

g2244750 

546 

4.0e-56 

110 

97 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolas 
[Arabidopsis thaliana] 

158966 

LIB317 6-102-P1-K1-G7 

BLASTX 

g231586 

296 

2.0e-27 

69 

86 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA414 01_ (X58498) mitochondrial ATP syntha 
beta-subunit [Hevea brasiliensis] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



158967 

LIB3176-102-P1-K1-H1 

BLASTX 

gl21357 

177 

6.0e-13 

107 

39 

GLUTAMINE SYNTHETASE (GLUTAMATE--AMMONIA LIGASE) 

>gi_68610_pir ^AJBSQU glutamate — ammonia ligase (EC 

6.3,1.2) - Bacillus cereus >gi_216273_dbj_BAA00403_ 
(D00513) glutamine synthetase [Bacillus cereus] 

158968 

LIB3176-102-P1-K1-H10 



20894 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g4006885 

70 

2.0e-31 

70 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



158969 

LIB3176-102-P1-K1-H11 

BLASTN 

g4741961 

232 

l.Oe-128 

232 

100 

Arabidopsis thaliana PsbS protein (PsbS) mRNA, complete cds 
158970 

LIB317 6-102-P1-K1-H12 

BLASTN 

g2358139 

65 

7,0e-29 

73 

97 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



158971 

LIB3176-102-P1-K1-H3 

BLASTN 

g3241927 

134 

3.0e-69 

339 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 

158972 

LIB3176-102-P1-K1-H4 

BLASTN 

g2264309 

161 

2.0e-85 

340 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJJ3, complete sequence [Arabidopsis thaliana] 

158973 

LIB3176-102-P1-K1-H5 

BLASTX 

g464987 

233 



PI clone: 



PI clone: 



20895 



E value 
Match length 
% identity 
NCBI Description 



8.0e-20 

47 

94 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi_297878_einb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158974 

LIB3176-102-P1-K1-H8 

BLASTX 

g4586041 

607 

3.0e-63 

129 

51 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
>gi_4587998_gb_AAD25939.1_AF085279_12 (AF085279) 
hypothetical protein [Arabidopsis thaliana] 





Seq. .No. 


158975 




Seq. ID 


LIB3176-103-P1- 




Method 


BLASTX 


ffl 


NCBI GI 


g3914740 




BLAST score 


449 


i \ 


E value 


7.0e-45 




Match length 


98 




% identity 


90 




NCBI Description 


60S RIBOSOMAL : 






(D78495) ribosi 




Seq. No. 


158976 




Seq. ID 


LIB3176-103-P1- 




Method 


BLASTX 




NCBI GI 


gl732570 




BLAST score 


121 




E value 


7.0e-ll 




Match length 


61 




% identity 


72 




NCBI Description 


(U72153) beta-. 




Seq. No. 


158977 




Seq. ID 


LIB3176-103-P1 




Method 


BLASTX 




NCBI GI 


gl20667 




BLAST score 


260 




E value 


l.Oe-22 




Match length 


50 




% identity 


100 




NCBI Description 


GLYCERALDEHYDE 



>gi_81622_pir_ 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

_ _ JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 



20896 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



thaliana] >gi_l 66710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

158978 

LIB3176-103-P1-K1-A6 

BLASTX 

g561288 

343 

l.Oe-45 

107 

77 

(Z33611) phosphoglycerate mutase [Zea mays] 
158979 

LIB3176-103-P1-K1-A7 

BLASTX 

gl914683 

218 

8.0e-18 

107 

49 

(Y12013) RAD23, isoform I [Daucus carota] 
158980 

LIB3176-103-P1-K1-A8 

BLASTN 

g2459406 

129 

l.Oe-66 

141 

98 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

158981 

LIB317 6-103-P1-K1-A9 
.BLASTX 
g4454036 
404 

9.0e-40 

77 

96 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

158982 

LIB3176-103-P1-K1-B1 

BLASTX 

g2791834 

153 

l.Oe-10 

32 

91 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
158983 

LIB3176-103-P1-K1-B12 



20897 



Method 


BLASTX 


NCBI GI 


g3319349 


BLAST score 


178 


E value 


4 . Oe-13 


Match length 


52 


% identity 


71 


NCBI Description 


(AF077407) No definition line found [Arabidopsis thaliana] 


Seq. No. 


158984 


Seq. ID 


LIB317 6-103-P1-K1-B2 


Method 


BLASTN 


NCBI GI 


g2582638 


BLAST score 


410 


E value 


O.Oe+00 


Match length 


434 


% identity 


99 


NCBI Description 


Arabidosis thaliana mRNA for a hnRNP-like protein 


Seq. No. 


158985 


Seq. ID 


LIB3176-103-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl6174 


BLAST score 


89 


E value 


2 . Oe-42 


Match length 


176 


% identity 


92 


NCBI Description 


A. thaliana ANTl mRNA for adenylate translocator 


Seq. No. 


158986 


Seq. ID 


LIB317 6-103-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2213584 


BLAST score 


368 


E value 


l.Oe-35 


Match length 


79 


% identity 


92 


NCBI Description 


(AC000348) T7N9.4 [Arabidopsis thaliana] 


Seq. No. 


158987 


Seq. ID 


LIB3176-103-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2244747 


BLAST score 


163 


E value 


8 . Oe-87 


Match length 


199 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome A, ESSA I contig 




fragment No 


Seq. No. 


158988 


Seq. ID 


LIB317 6-103-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g2582638 


BLAST score 


100 


E value 


3.0e-49 


Match length 


174 


% identity 


91 



20898 



NCBI Description 



Arabidosis thaliana mRNA for a hnRNP-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158989 

LIB3176-103-P1-K1-B9 

BLASTX 

g3023848 

649 

4.0e-68 

129 

61 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158990 

LIB3176-103-P1-K1-C10 

BLASTN 

g860933 

48 

6.0e-18 

64 

94 

E.robustiom gene for 18S small subunit rRNA 
158991 

LIB317 6-103-P1-K1-C11 

BLASTX 

g3157947 

528 

4.0e-54 

103 

51 

(AC002131) Similar to protein gb_Z74962 from Brassica 
oleracea which is similar to bacterial YRNl and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37 609, gb_N37 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 

[Arabidopsis tha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158992 

LIB3176-103-P1-K1-C12 

BLASTX 

g480450 

318 

5.0e-30 

73 

84 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi_4 02552_emb_CAA4 9506_ 



1.1.86) 
(X69880) 



- Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158993 

LIB3176-103-P1-K1-C3 

BLASTN 

g2618683 

98 

7.0e-48 



20899 



Match length 


187 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T32G6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


158994 


Seq. ID 


LIB3176-103-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl21357 


BLAST score 


169 


F! Vri 1 IIP 

J_l V U JL 


6. Oe-12 


Match length 


122 


% identity 


36 


NCBI Description 


GLUTAMINE SYNTHETASE (GLUTAMATE— AMMONIA LIGASE) 




>gi 68610 pir AJBSQU glutamate — ammonia ligase (EC 




6.3.1.2) - Bacillus cereus >gi_216273_dbj_BAA004 03_ 




(D00513) glutamine synthetase [Bacillus cereus] 


Seq. No. 


158995 


Seq. ID 


LIB3176-103-P1-K1-C5 


Mpt" h oH 


BLASTN 


NCBI GI 


gl495254 


BLAST score 


338 


E value 


O.Oe+00 


Match length 


403 


% identity 


99 


NCBI Description 


A. thaliana mRNA for unknown protein, ORF02 


Seq. No. 


158996 


Seq. ID 


LIB3176-103-P1-K1-C6 


Mpi" hoH 


BLASTX 


NCBI GI 


g3107931 


BLAST score 


129 


E value 


5.0e-42 


Match length 


139 


% identity 


71 


NCBI Description 


(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 


Seq. No. 


158997 


Seq. ID 


LIB317 6-103-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g4587641 


BLAST score 


106 


E value 


5.0e-53 


Match length 


110 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F20D21 genomic 




sequence, complete sequence 


Seq. No. 


158998 


Seq. ID 


LIB317 6-103-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g4559344 


BLAST score 


42 


E value 


2.0e-14 


Match length 


140 


% identity 


5 



20900 



NCBI Description 



Arabidopsis thaliana chromosome II BAG F27C12 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158999 

LIB3176-103-P1-K1-D1 

BLASTX 

gl546698 

678 

l.Oe-71 

134 

99 

(X98808) peroxidase ATP3a [Arabidopsis thaliana] 
159000 

LIB317 6-103-P1-K1-D11 

BLASTN 

g968976 

109 

2.0e-54 

160 

92 

Arabidopsis thaliana light-dependent 

NADPHrprotochlorophyllide oxidoreductase B (PorB) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159001 

LIB317 6-103-P1-K1-D12 

BLASTX 

gll5783 

387 

l.Oe-37 

75 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159002 

LIB3176-103-P1-K1-D2 

BLASTX 

g3913202 

362 

2.0e-34 

83 

78 

CENTROMERE /MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2239214_emb_CAB10131_ (Z97210) hypothetical protein 
[Schizosaccharomyces pombe] 

159003 

LIB317 6-103-P1-K1-D4 

BLASTX 

gl053047 

548 

2,0e-56 



20901 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
96 

(U38425) histone H3 [Glycine max] >gi_1053049 {U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

159004 

LIB3176-103-P1-K1-D5 

BLASTX 

gl053047 

370 

2.0e-35 

83 

90 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 {U38427) histone H3 
[Glycine max] 

159005 

LIB317 6-103-P1-K1-D6 

BLASTX 

gl053047 

170 

l.Oe-12 

72 

57 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

159006 

LIB317 6-103-P1-K1-D7 

BLASTX 

g3023848 

265 

9.0e-24 

53 

64 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi__2289095 {U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159007 

LIB317 6-103-P1-K1-D8 

BLASTX 

g3334141 

504 

4.0e-51 

117 

80 

CENTROMERE/MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737890 (U59149) nucleolar protein CaCbf5p [Candida 
albicans] 



Seq. No. 



159008 



20902 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-103-P1-K1-D9 

BLASTN 

g4662640 

410 

O.Oe+00 

422 

99 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

159009 

LIB317 6-103-P1-K1-E10 

BLASTX 

g4262180 

217 

4.0e-18 

43 

93 

(AC005508) 29621 [Arabidopsis thaliana] 



159010 

LIB3176-103-P1-K1-E2 

BLASTX 

gll9143 

308 

l.Oe-28 

59 

100 

ELONGATION FACTOR 1 -ALPHA (EF- 

>gi_81606_pir S06724 translat 

alpha chain - Arabidopsis thai 
(X16430) elongation factor 1-a 
>gi_1369927_emb_CAA34454_ {X16 
1-alpha [Arabidopsis thaliana] 
(X16431) elongation factor 1-a 
>gi_1532172 (U63815) EF-lalpha 
>gi_1532173 (U63815) EF-lalpha 
>gi_1532174 (U63815) EF-lalpha 



1-ALPHA) 

ion elongation factor eEF-1 
iana >gi_295788_emb_CAA34 453 
Ipha [Arabidopsis thaliana] 
431) elongation factor 

>gi_l 36992 8_emb_CAA3 4 4 5 5_ 
Ipha [Arabidopsis thaliana] 
-Al [Arabidopsis thaliana] 
-A2 [Arabidopsis thaliana] 

A3 JArabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159011 

LIB317 6-103-P1-K1-E3 

BLASTX 

gl36739 

196 

l.Oe-15 

53 

74 

UTP — GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE ) ( UDPGP ) >gi_67 0 6 l_pir XNPOU 

UTP--glucose-l-phosphate uridylyltransferase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA0057 0_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159012 

LIB317 6-103-P1-K1-E4 

BLASTN 

g4115370 



20903 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



92 

3.0e-44 

160 

89 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



159013 

LIB3176-103-P1-K1-E5 

BLASTN 

g2264321 

66 

5.0e-29 

140 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXM12, complete sequence [Arabidopsis thaliana] 



PI clone: 



159014 

LIB3176-103-P1-K1-E7 

BLASTN 

g4678291 

123 

6.0e-63 

157 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F28P10 



159015 

LIB317 6-103-P1-K1-E8 

BLASTX 

g2492952 

297 

3.0e-27 

64 

89 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1, 

precursor - tomato >gi_410482_emb_CAA7 9859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 



4) 1 



159016 

LIB317 6-103-P1-K1-E9 

BLASTX 

g99752 

290 

4 .Oe-26 

119 

62 

protochlorophyllide reductase (EC 1.3.1.33) precursor 
Arabidopsis thaliana 

159017 

LIB3176-103-P1-K1-F1 
BLASTX 



20904 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3377797 
476 

4.0e-48 

102 

91 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36646; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159018 

LIB317 6-103-P1-K1-F10 

BLASTX 

gl26962 

319 

8.0e-30 

73 

89 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7 

>gi_99747__pir S13718 probable membrane channel protein ■ 

Arabidopsis thaliana >gi_164 92_emb_CAA38 633_ {X54854) 
possible membrane channel protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159019 

LIB3176-103-P1-K1-F12 

BLASTX 

g3738287 

62 

2.0e-30 

101 

73 

(AC005309) 
thaliana] 



glutathione s-transf erase, GST6 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159020 

LIB3176-103-P1-K1-F2 

BLASTX 

g586145 

323 

6.0e-30 

123 

56 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 
>gi_488848_emb_CAA55894_ (X79332) Rieske iron sulphur 
protein [Solanum tuberosum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159021 

LIB3176-103-P1-K1-F3 

BLASTX 

g2695931 

223 

3.0e-18 

61 

70 

{AJ222779) hypothetical protein [Hordeum vulgare] 



20905 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159022 

LIB3176-103-P1-K1-F5 

BLASTX 

g2129516 

268 

l.Oe-23 

81 

65 

1-aminocyclopropane-l-carboxylate oxidase homolog (clone 
2A6) - Arabidopsis thaliana >gi_599622_emb_CAA58151_ 
(X83096) 2A6 [Arabidopsis thaliana] >gi_2809261 (AC002560) 
F21B7.30 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159023 

LIB317 6-103-P1-K1-F8 

BLASTX 

g3023216 

151 

2.0e-10 

31 

97 

14-3-3-LIKE PROTEIN GF14 MU >gi_1531629 (U60444) GF14 mu 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159024 

LIB3176-103-P1-K1-F9 

BLASTX 

g2827039 

319 

4.0e-30 

67 

91 

(AF008444) 
thaliana] 



chloroplast processing enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159025 

LIB317 6-103-P1-K1-G11 

BLASTN 

g2244870 

276 

l.Oe-154 

288 

92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159026 

LIB317 6-103-P1-K1-G12 

BLASTX 

g2252857 

299 

2.0e-27 

67 

94 

{AF013294) similar to acidic ribosomal protein pi 
[Arabidopsis thaliana] 



20906 



Seq. No. 


159027 


Seq. ID 


LIB3176-103-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4337027 


BLAST score 


197 


E value 


2.0e-15 


Match length 


49 


% identity 


84 


NCBI Description 


(AF123254) MFP2 [Aral 


Seq. No. 


159028 


Seq. ID 


LIB317 6-103-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


g4584387 


BLAST score 


98 


E value 


5.0e-48 


Match length 


193 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No. 


159029 


Seq. ID 


LIB3176-103-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3738287 


BLAST score 


501 


E value 


7.0e-51 


Match length 


130 


% identity 


76 



NCBI Description 



(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159030 

LIB3176-103-P1-K1-G5 

BLASTN 

g2244870 

125 

8.0e-64 

155 

87 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159031 

LIB3176-103-P1-K1-G6 

BLASTN 

g4079614 

236 

l.Oe-130 

252 

98 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159032 

LIB317 6-103-P1-K1-G7 



20907 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3281869 

372 

6.0e-36 

71 

99 

(AL031004) RSZp22 splicing factor [Arabidopsis thaliana] 
>gi_34 35094_gb_AAD12769.1_ {AF033586) 9G8-like SR protein 
[Arabidopsis thaliana] 

159033 

LIB317 6-103-P1-K1-G9 

BLASTN 

g2351069 

133 

5.0e-69 

157 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159034 

LIB3176-103-P1-K1-H1 

BLASTX 

g2244750 

120 

3.0e-35 

85 

92 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

159035 

LIB317 6-103-P1-K1-H10 

BLASTN 

g3201608 

141 

l.Oe-73 

195 

93 

Arabidopsis thaliana chromosome II BAG F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159036 

LIB317 6-103-P1-K1-H2 

BLASTX 

gll71978 

273 

l.Oe-24 

71 

2 8 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



20908 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159037 

LIB3176-103-P1-K1-H3 

BLASTX 

g3953471 

586 

7.0e-61 

120 

92 

(AC002328) F2202.16 [Arabidopsis thaliana] 
159038 

LIB3176-103-P1-K1-H5 

BLASTX 

gl352347 

164 

6.0e-12 

38 

87 

ELONGATION FACTOR 1-BETA Al (EF-l-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159039 

LIB3176-103-P1-K1-H6 

BLASTX 

g3377797 

121 

2.0e-35 

80 

89 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159040 

LIB3176-103-P1-K1-H7 

BLASTX 

g3914535 

168 

2.0e-12 

39 

87 

60S RIBOSOMAL PROTEIN L13A >gi_2791948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



159041 

LIB3176-103-P1-K1-H9 

BLASTX 

g3915865 

282 

2.0e-25 

63 

84 



20909 



NCBI Description 4 OS RIBOSOMAL PROTEIN S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159042 

LIB3176-104-P1-K1-A1 

BLASTX 

g3193323 

464 

l.Oe-46 

96 

93 

(AF069299) similar to ribosomal protein S13 (Pfam; SlS.hmin, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 



Seq. 
Seq. 
Method 



No. 
ID 



159043 

LIB3176- 

BLASTN 



104-P1-K1-A12 



NCBI GI 


g3702724 


BLAST score 


291 


Hi V d J. Lie 


1 . Oe-163 


Match length 


306 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




K17N15, complete seqi 


Seq. No. 


159044 


Seq. ID 


LIB317 6-104-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g443819 




269 


E value 


l.Oe-150 


Match length 


297 


% identity 


98 


NCBI Description 


A. thaliana pyrB mRNA 


Seq. No. 


159045 


Seq. ID 


LIB3176-104-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


220 


E value 


2.0e-18 


Match length 


47 


% identity 


89 


NCBI Description 


(Z97178) elongation ; 


Seq. No. 


159046 


Seq. ID 


LIB317 6-104-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3021336 


BLAST score 


204 


E value 


7.0e-16 


Match length 


61 


% identity 


72 


NCBI Description 


(AJ224 957) RGA-like 


Seq. No. 


159047 



DNA, chromosome 5, T'AC clone: 



2 [Beta vulgaris] 



20910 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-104-P1-K1-A5 

BLASTX 

g2738248 

49 

3,0e-19 

76 

72 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

159048 

LIB3176-104-P1-K1-A6 

BLASTX 

g544425 

221 

l.Oe-18 

47 

91 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCRl PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_einb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidop^sis thaliana] 

159049 

LIB3176-104-P1-K1-A7 

BLASTN 

g2264313 

109 

l.Oe-54 

211 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOPIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159050 

LIB3176-104-P1-K1-A8 

BLASTN 

g4757662 

121 

5.0e-62 

121 

100 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159051 

LIB317 6-104-P1-K1-A9 

BLASTN 

g2358139 

250 

l.Oe-138 

344 

95 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



20911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159052 

LIB3176-104-P1-K1-B1 

BLASTN 

gl6304 

37 

2,0e-ll 

49 

94 

A.thaliana mRNA for glycine rich protein 
>gi_166838_gb_L0064 9_ATHRBPB Arabidopsis thaliana 
RNA-binding protein itiRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159053 

LIB3176-104-P1-K1-B11 

BLASTN 

g2275194 

71 

3.0e-32 

115 

93 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159054 

LIB317 6-104-P1-K1-B12 

BLASTX 

g2131329 

148 

2.0e-09 

39 

64 

hypothetical protein yDL087c - yeast { Saccharomyces 
cerevisiae) >gi_14 31114_emb_CAA98653_ (Z74135) ORE YDL087c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159055 

LIB3176-104-P1-K1-B3 

BLASTN 

g472876 

47 

3.0e-18 

67 

93 

A.thaliana mRNA for plasma membrane intrinsic protein 2a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159056 

LIB317 6-104-P1-K1-B4 

BLASTX 

g4559396 

479 

2,0e-48 

112 

91 

(AC006526) unknown protein [Arabidopsis thaliana] 



Seq. No. 



159057 



20912 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-104-P1-K1-B6 

BLASTN 

gl732569 

37 

3.0e-12 

53 

94 

Arabidopsis thaliana beta-glucosidase {psr3.1) mRNA, 
complete cds 

159058 

LIB317 6-104-P1-K1-B7 

BLASTX 

g4581146 

196 

l.Oe-15 

40 

100 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159059 

LIB317 6-104-P1-K1-C10 

BLASTX 

g4262174 

285 

9.0e-26 

58 

93 

(AC005508) 9058 [Arabidopsis thaliana] 
159060 

LIB317 6-104-P1-K1-C11 

BLASTX 

g2980641 

210 

3.0e-17 

46 

91 

(¥11250) multi resistance protein [Arabidopsis thaliana] 
159061 

LIB3176-104-P1-K1-C12 

BLASTX 

gll3024 

361 

9.0e-35 

69 

99 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

159062 

LIB317 6-104-P1-K1-C2 

BLASTN 

g2264306 

79 



20913 



E value 


4.0e-37 


Match length 


91 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MBK5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


159063 


Seq. ID 


LIB317 6-104-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4567303 


BLAST score 


329 


E value 


3.0e-31 


Match length 


66 


% identity 


92 


NCBI Description 


{AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


159064 


Seq. ID 


LIB3176-104-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl709446 


BLAST score 


459 


E value 


5.0e-46 


Match length 


98 


% identity 


94 ■ 


NCBI Description 


PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 



PRECURSOR (PDHEl-A) >gi_2117 533_pir JC4358 pyruvate 

dehydrogenase (lipoamide) (EC 1.2.4.1) complex El alpha 
chain - Arabidopsis thaliana mitochondrion >gi_710400 
(U21214) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159065 

LIB317 6-104-P1-K1-C5 

BLASTX 

gll70373 

60 

4.0e-18 

56 

93 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684__ {X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

159066 

LIB3176-104-P1-K1-C6 

BLASTN 

g414340 

108 

2.0e-54 

108 

100 

A. thaliana rd21A gene for thiol protease, complete cds 



Seq. No. 
Seq. ID 
Method 



159067 

LIB317 6-104-P1-K1-C7 
BLASTX 



20914 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl34025 
386 

l.Oe-37 

95 

81 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_11863_emb_CAA77378_ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 

159068 

LIB3176-104-P1-K1-D1 

BLASTX 

gl666173 

186 

4.0e-14 

69 

61 

(Y09106) transcription factor [Nicotiana plumbaginif olia] 
159069 

LIB317 6-104-P1-K1-D10 

BLASTX 

g3176668 

386 

9.0e-38 

75 

99 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 

159070 

LIB3176-104-P1-K1-D4 

BLASTX 

g4582468 

254 

3.0e-22 

55 

95 

{AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159071 

LIB317 6-104-P1-K1-D5 

BLASTN 

g4220633 

201 

l.Oe-109 

225 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159072 

LIB3176-104-P1-K1-D7 



20915 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31397 

142 

2.0e-09 

49 

76 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 -PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

159073 

LIB3176-104-P1-K1-E11 

BLASTN 

g2245073 

65 

l.Oe-28 

111 

100 

Arabidopsis thaliana DNA chromosome 4, -ESSA I contig 
fragment No 

159074 

LIB3176-104-P1-K1-E2 

BLASTN 

g2264316 

65 

l.Oe-28 

121 

52 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 

159075 

LIB3176-104-P1-K1-E3 

BLASTN 

g4191771 

301 

l.Oe-169 

301 

100 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159076 

LIB3176-104-P1-K1-E4 

BLASTN 

g2264307 

67 

6.0e-30 

67 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



20916 



MED24, complete sequence [Arabidopsis thaliana] 



Sea No. 


159077 


Seq. ID 


LIB317 6-104-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g336392 


BLAST score 


355 


E value 


3.0e-34 


Match length 


74 


% identity 


97 


NCBI Description 


(J05215) ribosomal p3 


Seq. No. 


159078 


Seq. ID 


LIB3176-104-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


gl732569 


BLAST score 


118 


E value 


4 .Oe-60 


Match length 


136 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 




complete cds 


Seq. No. 


159079 


Seq. ID 


LIB3176-104-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2088638 


BLAST score 


75 


E value 


5.0e-34 


Match length 


114 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159080 

LIB3176-104-P1-K1-F10 

BLASTX 

g2062157 

356 

2.0e-34 

69 

34 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

159081 

LIB317 6-104-P1-K1-F12 

BLASTN 

g2736146 

123 

8.0e-63 

139 

97 

Arabidopsis thaliana fatty acid hydroxylase Fahlp (FAHl) 
mRNA, complete cds 



Seq. No. 



159082 



20917 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match . length 

% identity 

NCBI Description 



LIB3176-104-P1-K1-F2 

BLASTX 

q2Q,21039 

404 

l.Oe-39 

101 

83 

(AF008444) 
thaliana] 



chloroplast processing enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



?6-104-Pl-Kl-F3 

C 

/81 

17 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159083 
LIB317( 
BLASTX 
g29807« 
209 

3.0e-i: 
62 
55 

{AL022198) putative protein [Arabidopsis thaliana] 
159084 

LIB317 6-104-P1-K1-F5 

BLASTX 

gl346526 

332 

3.0e-31 

67 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_1076533_pir S52218 methionine adenosyltransf erase (EC 

2.5.1.6) - garden pea >gi_609225_emb_CAA57581_ (X82077) 
methionine adenosyltransf erase [Pisum sativum] >gi_609559 
(L36681) S-adenosylmethionine synthase [Pisum sativum] 

159085 

LIB3176-104-P1-K1-F8 

BLASTX 

g3176676 

603 

8.0e-63 

120 

99 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963 
and gb_AA5 97734 come from this gene. [Arabidopsis thaliana] 

159086 

LIB317 6-104-P1-K1-G1 

BLASTX 

g2582645 

166 

4.0e-12 

32 

100 

(AJ002378) RSZp22 protein [Arabidopsis thaliana] 



20918 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159087 

LIB317 6-104-P1-K1-G10 

BLASTN 

g2182286 

154 

2,0e-81 

166 

98 

Sequence of BAG F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159088 

LIB317 6-104-P1-K1-G12 

BLASTX 

g2497733 

429 

l.Oe-42 

83 

99 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


159089 


Seq. ID 


LIB317 6-104-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


gl488518 


BLAST score 


151 


E value 


2.0e-79 


Match length 


221 


% identity 


99 


NCBI Description 


A. thaliana mRNA for < 


Seq. No. 


159090 


Seq. ID 


LIB317 6-104-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


365 


E value 


5.0e-35 


Match length 


74 


% identity 


93 


NCBI Description 


(U72153) beta-glucos 


Seq. No. 


159091 


Seq. ID 


LIB3176-104-P1-K1-G4 


Method 


BLASTN 


NCBI GI 


g4519190 


BLAST score 


224 


E value 


l.Oe-123 


Match length 


227 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



K6A12, complete sequence 



Seq. No. 
Seq. ID 



159092 

LIB3176-104-P1-K1-G5 



20919 



y ^ 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl769904 

180 

7.0e-97 

188 

99 

A.thaliana psbP gene 
159093 

LIB3176-104-P1-K1-G6 

BLASTX 

gl769905 

246 

5.0e-21 

89 

60 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

159094 

LIB3176-104-P1-K1-G7 

BLASTN 

g4102581 

134 

2.0e-69 

196 

100 

Arabidopsis thaliana CAO gene, nuclear gene encoding 
chloroplast protein, complete cds 

159095 

LIB3176-104-P1-K1-G8 

BLASTN 

gl66645 

115 

2.0e-58 

135 

96 

Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 

159096 

LIB317 6-104-P1-K1-G9 

BLASTN 

gl66771 

99 

9.0e-49 

115 

97 

A.thaliana isocitrate lyase gene, 5' end 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 



159097 

LIB3176-104-P1-K1-H1 , 

BLASTX 

gll3024 

425 

4.0e-42 



20920 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
86 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 {M83534) isocitrate lyase [Arabidopsis thaliana] 

159098 

LIB3176-104-P1-K1-H10 

BLASTN 

g4586349 

65 

4.0e-28 

89 

93 

Arabidopsis thaliana DNA for glucose-l-phosphate 
adenylyltransf erase, complete cds 

159099 

LIB317 6-104-P1-K1-H11 

BLASTX 

g3096931 

380 

4.0e-37 

77 

96 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159100 

LIB317 6-104-P1-K1-H12 

BLASTX 

g445612 

339 

2.0e-33 

86 

88 

ribosomal protein S19 [Solanum tuberosum] 
159101 

LIB317 6-104 -P1-K1-H2 

BLASTX 

g2738248 

49 

7.0e-42 

95 

96 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159102 

LIB317 6-104-P1-K1-H3 

BLASTN 

g4220633 

133 

5.0e-69 

133 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 



20921 



K7J8, complete sequence (Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159103 

LIB317 6-104 -P1-K1-H4 

BLASTX 

g99735 

345 

5.0e-33 

67 

99 

L-ascorbate peroxidase (EC 1.11, 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



159104 

LIB3176-104-P1-K1-H5 

BLASTX 

g4587542 

249 

l.Oe-21 

62 

79 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

159105 

LIB317 6-104-P1-K1-H7 

BLASTN 

g3985954 

103 

3.0e-51 

123 

51 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRG21, complete sequence [Arabidopsis thaliana] 



159106 

LIB317 6-104-P1-K1-H8 

BLASTX 

gl946331 

297 

2.0e-27 
60 
100 

(U69155) 
(U66593) 



prohibitin 
prohibitin 



[Arabidopsis thaliana] >gi_4097692 
3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159107 

LIB317 6-104-P1-K1-H9 

BLASTX 

g4454037 

390 

4.0e-38 

69 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



20922 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159108 

LIB3176-105-P1-K1-A1 

BLASTN 

g4388714 

62 

2.0e-26 

94 

93 

Arabidopsis thaliana chromosome II BAG F5K7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159109 

LIB3176-105-P1-K1-A11 

BLASTN 

g4185128 

58 

3.0e-24 

117 

91 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


159110 


Seq. ID 


LIB3176-105-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


gl6263 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


64 


% identity 


89 


NCBI Description 


Arabidopsis thaliana EF-1 alpha-A4 (NAEEFTU 4) 




elongation factor 1-alpha 


Seq. No. 


159111 


Seq. ID 


LIB3176-105-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g3600045 


BLAST score 


165 


E value 


6.0e-88 


Match length 


177 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAG F2P3 


Seq. No. 


159112 


Seq. ID 


LIB3176-105-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g4263373 


BLAST score 


51 


E value 


3.0e-20 


Match length 


107 


% identity 


87 


NCBI Description 


Arabidopsis thaliana BAG T15G18 from chromosome 




cM, complete sequence [Arabidopsis thaliana] 


Seq. No. 


159113 


Seq. ID 


LIB3176-105-P1-K1-A6 



gene for 



20923 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4490701 

63 

7.0e-27 

79 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone T24A18 



159114 

LIB317 6-105-P1-K1-A7 

BLASTN 

g3128141 

116 

l.Oe-58 

168 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD22/ complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159115 

LIB317 6-105-P1-K1-A9 
.BLASTN 
g2924653 
123 

7.0e-63 

258 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDA7, complete sequence [Arabidopsis thaliana] 

159116 

LIB317 6-105-P1-K1-B1 

BLASTX 

gl669389 

353 

6.0e-34 

'73 
93 

(U42007) actin 8 [Arabidopsis thaliana] 
159117 

LIB3176-105-P1-K1-B10 

BLASTN 

gll07486 

99 

6.0e-49 

110 

98 

A. thaliana mRNA for 60S ribosomal protein L27a 
159118 

LIB3176-105-P1-K1-B11 

BLASTN 

g4757395 

162 

5.0e-86 



PI clone 



20924 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST - 
E ^ 

Ma . ^ ... 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L13, complete sequence 

159119 

LIB3176-105-P1-K1-B4 - 

BLASTX 

g4490732 

367 

l.Oe-35 

71 

ICQ 

(AL035709) phosphoenolpyruvate carboxykinase (?^P)-like 
protein [Arabidopsis thaliana] 

159120 

LIB317 6-105-P1-K1-B6 

BLASTX 

gll9143 



94 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

ch?in - Ar^'*-*-^ ^ s thaliana >gi_295788_emb_CAA34 4 53_ 

4-* ^7^ v^pK4 ,^ : thaliana] 
ictor 
:AA34 455_ 

{Xlb- ..'-i. ra. ... , jj^doph,^ thaliana] 

>gi_1532172 (u63815) EF-lalpi. lArabidopsis thaliana] 

>gi_1532173 (U63815) EF-lalphci- [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

159121 

LIB3176-105-P1-K1-B7 

BLASTN 

g2264310 

97 

l.Oe-47 

121 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI G;lone: 
MKPll, complete sequence [Arabidopsis thaliana] 

159122 

LIB317 6-105-P1-K1-B8 

BLASTN 

gll43393 

81 

3.0e-38 

89 

99 

A. thaliana mRNA for vacuolar proton ATPase subunit lE 



Seq. No. 



159123 



20925 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-105-P1-K1-B9 

BLASTX 

gll5788 

195 

4.0e-15 

64 

66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-AB80) (LHCP) >gi_72745_pir CDPM80 chlorophyll 

a/b-binding protein AB80 precursor - garden pea >gi_169053 
(M64619) cab precursor [Pisum sativum] >gi_169055 (K02067) 
polypeptide 15 precursor [Pisum sativum] 

>gi_223990_prf 1006296A protein, chlorophyll a/b binding 

[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159124 

LIB317 6-105-P1-K1-C10 

BLASTX 

g399013 

145 

2.0e-09 

37 

76 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE' 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ {X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_4 4 5607__prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. -ID • ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159125 

LIB317 6-105-P1-K1-C12 

BLASTX 

g3153205 

237 

2.0e-20 

4-9 
88 

(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 

159126 

LIB317 6-105-P1-K1-C2 

BLASTN 

g2980757 

65 

6.0e-29 

65 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159127 

LIB3176-105-P1-K1-C3 

BLASTX 

g417381 



20926 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



333 

2.0e-31 

73 

95 

NITRILASE 1 >gi_99738_pir S22398 nitrilase (EC 3.5.5. 

Arabidopsis thaliana >gi__16400_emb_CAA45041_ (X63445) 
nitrilase I [Arabidopsis thaliana] 



1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159128 

LIB3176-105-P1-K1-C4 

BLASTN 

g4519188 

44 

6.0e-16 

151 

87 

Arabidopsis thaliana genomic 
K21L19, complete sequence 



DNA, chromosome 5, TAC clone 



Seq. No. 


159129 


Seq. ID 


LIB317 6-105-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g2143226 


O -L O v_- J- v3 


85 


E value 


2.0e-40 


Match length 


125 


% identity 


92 


NCBI Description 


Brassica napus mRNA ; 


Seq. No. 


159130 


Seq. ID 


LIB317 6-105-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


gll43393 


BLAST score 


73 


E value 


7.0e-33 


Match length 


113 


% identity 


92 


NCBI Description 


A. thaliana mRNA for ^ 


Seq. No. 


159131 


Seq. ID 


LIB317 6-105-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g3046854 


BLAST score 


216 


E value 


l.Oe-118 


Match length 


224 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




MRG7, complete sequei 


Seq. No. 


159132 


Seq. ID 


LIB317 6-105-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2062157 


BLAST score 


248 


E value 


l.Oe-21 


Match length 


47 



for glyoxysomal isocitrate lyase 



PI clone: 



20927 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

159133 

LIB3176-105-P1-K1-D11 

BLASTX 

g401169 

180 

2.0e-13 

38 

95 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 



159134 

LIB317 6-105-P1-K1-D12 

BLASTN 

g2264317 

170 

l.Oe-90 

317 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159135 

LIB3176-105-P1-K1-D2 

BLASTN 

g3928074 

93 

2.0e-45 

109 

96 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159136 

LIB317 6-105-P1-K1-D3 

BLASTX 

g2653879 

187 

l.Oe-14 

55 

58 

(AF026389) adenyl cyclase [Nicotiana tabacum] 
159137 

LIB317 6-105-P1-K1-D4 

BLASTX 

g4455322 

238 

3.0e"20 

64 

73 

{AL035525) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



159138 



20928 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3176-105-P1-K1-D5 

BLASTX 

g2246621 

147 

7.0e-10 

27 

100 

(AF004393) salt-stress 
[Arabidopsis thaliana] 



induced tonoplast intrinsic protein 



159139 

LIB317 6-105-P1-K1-D7 

BLASTX 

gl350720 

265 

2.0e-23 

56 

93 

60S RIBOSOMAL PROTEIN L32 
159140 

LIB3176-105-P1-K1-E1 

BLASTN 1- 

g4757414 

208 

l.Oe-113 

244 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

159141 

LIB317 6-105-P1-K1-E11 

BLASTX 

gl864017 

394 

3.0e-38 

83 

94 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
159142 

LIB317 6-105-P1-K1-E12 

BLASTX 

g2262167 

667* 

2.0e-70 

131 

98 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

159143 

LIB317 6-105-P1-K1-E2 

BLASTN 

g409183 

94 



20929 



E value 
Match length 
% identity 
NCBI Description 



8.0e-46 

114 

96 

Arabidopsis thaliana ribosomal protein S28 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



159144 

LIB3176-105-P1-K1-E3 

BLASTN 

g2618602 

106 

5.0e-53 
117 

98 ^ ^ 

Arabidopsis thaliana genomic DNA, chromosome 5,. PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

159145 

LIB317 6-105-P1-K1-E7 

BLASTN 

g2564050 

121 

5.0e-62 

125 ' . 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159146 

LIB317 6-105-P1-K1-F10 

BLASTX 

g4689254 

232 

2.0e-19 

99 

49 

(AF121857) sorting nexin 7 [Homo sapiens] 
159147 

LIB317 6-105-P1-K1-F12 

BLASTX 

g3550519 

414 

9.0e-41 

113 

67 

(AJ007 630) oxygenase [Nicotiana tabacum] 
159148 

LIB3176-105-P1-K1-F2 

BLASTX 

g3152560 

168 

3.0e-12 

68 

43 

{AC002986) Strong similarity to ser/thr protein kinases. 



20930 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



especially gb_X97980 from solanum berthaultii, gb_X90990 
from solanum tuberosum and gb_D10909 from A. thaliana. 
[Arabidopsis thaliana] 

159149 

LIB3176-105-P1-K1-F5 

BLASTN 

gl66833 

40 

2.0e-13 

44 

98 

Arabidopisis thaliana ribulose bisphosphate 
carboxylase/oxygenase activase (rca) gene, complete cds 

159150 

LIB317 6-105-P1-K1-F6 

BLASTX 

g4567207 

174 

6.0e-13 

47 

70 

(AC007168) unknown protein [Arabidopsis thaliana] 
159151 

LIB3176-105-P1-K1-F7 

BLASTN 

g4512646 

83 

9.0e-39 

135 

94 

Arabidopsis thaliana chromosome II BAC F23N11 genomic 
sequence, complete sequence 

159152 

LIB3176-105-P1-K1-F8 , • - 

BLASTN 

g4376Q87 

185 

l.Oe-99 

197 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

159153 

LIB3176-105-P1-K1-F9 

BLASTN 

gl732569 ' 

116 

l.Oe-58 

143 

96 

Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 
complete cds 



20931 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159154 

LIB3176-105-P1-K1-G10 

BLASTN 

g4091809 

117 

l.Oe-59 

141 

96 

Arabidopsis thaliana fatty acid elongase 3-ketoacyl-CoA 
synthase 1 (KCSl) gene, complete cds 

159155 

LIB317 6-105-P1-K1-G2 

BLASTX 

g4581146 

194 

4.0e-15 

59 

71 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

159156 

LIB317 6-105-P1-K1-G3 

BLASTN 

gl66814 

121 

6.0e-62 

145 

41 

Arabidopsis thaliana pyrroline carboxylate reductase gene, 
complete cds 

159157 

LIB317 6-105-P1-K1-G4 

BLASTX 

g3421157 

281 

3.0e-25 

65 

92 

(AF045673) arginine decarboxylase [Capsella bursa-pastoris] 
159158 

LIB317 6-105-P1-K1-G6 

BLASTX 

g2317731 

275 

6.0e-25 

54 

96 

{AF013628) reversibly glycosylated polypeptide-2 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159159 

LIB3176-105-P1-K1-G7 



20932 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g4580744 

25 

4.0e-05 

49 

62 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

159160 

LIB3176-105-P1-K1-G8 

BLASTN 

g3212846 

114 

2.0e-57 

146 

95 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159161 

LIB3176-105-P1-K1-G9 

BLASTX 

g4220527 

288 

5.0e-26 

67 

72 

(AL035356) putative protein [Arabidopsis thaliana] 
159162 

LIB3176-105-P1-K1-H1 

BLASTN 

g313837 

57 

2.0e-23 

97 

90 



NCBI Description A. thaliana gene for hemC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159163 

LIB3176-105-P1-K1-H3 

BLASTX 

gl23656 

264 

l.Oe-23 

53 

96 

CHLOROPLAST ENVELOPE MEMBRANE 70 KD HEAT SHOCK- RELATED 

PROTEIN >gi_285407_pir A42582 heat shoclc protein SCE70 - 

spinach >gi_21338_emb_CAA4 3711_ (X614 91) 70 kDa heat shock 
protein [Spinacia oleracea] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



159164 

LIB3176-105-P1-K1-H4 

BLASTN 

g2618601 



20933 



BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



37 

2.0e-12 

49 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159165 

LIB317 6-105-P1-K1-H5 

BLASTX 

g3421123 

360 

l.Oe-34 

79 

92 

(AF043538) 20S proteasome beta subunit PBGl [Arabidopsis 
thaliana] 



Seq. No. 


159166 


Seq. ID 


LIB3176-105' 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


372 


E value 


9.0e-36 


Match length 


91 


% identity 


74 


NCBI Description 


(Z97335) se 


Seq. No. 


159167 


Seq. ID 


LIB3176-106 


Method 


BLASTN 


NCBI GI 


g3869071 


BLAST score 


104 


E value 


2.0e-51 


Match length 


251 


% identity 


98 


NCBI Description 


Arabidopsis 



MIL23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159168 

LIB3176-106-P1-K1-A10 

BLASTX 

gll70503 

390 

7.0e-38 

76 

99 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159169 

LIB3176-106-P1-K1-A11 

BLASTN 

g2244950 



20934 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 

l.Oe-56 

128 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

159170 

LIB317 6-106-P1-K1-A12 

BLASTN 

g4056429 

176 

2,0e-94 

260 

99 

Arabidopsis thaliana chromosome 1 BAG F508 sequence, 
complete sequence [Arabidopsis thaliana] 

159171 

LIB3176-106-P1-K1-A2 

BLASTX 

gl22007 

223 

9.0e-19 

60 

73 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_204 4 8_emb_CAA37 828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159172 

LIB317 6-106-P1-K1-A8 

BLASTX 

g2262167 

523 

l.Oe-53 

101 

99 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159173 

LIB3176-106-P1-K1-B1 

BLASTN 

g2737903 

51 

2.0e-20 

78 

92 

Arabidopsis thaliana retrotransposon TSCL genomic sequence 
159174 

LIB317 6-106-P1-K1-B10 

BLASTN 

g2143226 

93 

3.0e-45 



20935 



Match length 

% identity 

NCBI Description 



125 
94 

Brassica napus itiRNA for glyoxysomal isocitrate lyase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159175 

LIB3176-106-P1-K1-B11 

BLASTX 

gl710581 

185 

3.0e-14 

45 

84 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159176 

LIB317 6-106-P1-K1-B12 

BLASTX 

g2246621 

325 

8.0e-31 

67 

99 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159177 

LIB317 6-106-P1-K1-B4 

BLASTN 

g4159706 

74 

9.0e-34 

108 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159178 

LIB317 6-106-P1-K1-B5 

BLASTX 

g2506276 

48 ■ 

8.0e-18 

56 

95 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U4 9357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi_4 510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



159179 

LIB3176-106-P1-K1-B6 
BLASTN 



20936 



NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g454356 
190 

l.Oe-103 

210 

98 

Arabidopsis thaliana Columbia 

glutamate-l-semialdehyde-2, 1-aminomutase (gsal) gene 
159180 

LIB317 6-106-P1-K1-B7 

BLASTX 

g3080435 

279 

2.0e-25 

61 

93 

(AL022605) putative protein [Arabidopsis thaliana] 
159181 

LIB317 6-106-P1-K1-B8 

BLASTN 

g4521999 

178 

2.0e-95 

215 

95 

Arabidopsis thaliana chromosome II BAC F2G1 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159182 

LIB3176-106-P1-K1-B9 

BLASTN 

gl402919 

39 

2.0e-13 

47 

96 

A. thaliana mRNA for peroxidase, prxr9. 

>gi_154 6703_emb_X98854_ATPEROX7A A. thaliana mRNA for 

peroxidase ATP7a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159183 

LIB3176-106-P1-K1-C1 

BLASTN 

g2980757 

117 

5.0e-59 

125 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F6I18 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159184 

LIB3176-106-P1-K1-C10 

BLASTN 

g4538949 

238 



20937 



E value 
Match length 
% identity 
NCBI Description 



1.0e-13i 

254- 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F24G24 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159185 

LIB317 6-106-P1-K1-C12 

BLASTN 

g2660661 

101 

4.0e-50 

126 

99 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159186 

LIB317 6-106-P1-K1-C2 

BLASTX 

gll9143 

236 

l.Oe-19 

50 

92 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
{X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb__CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA344 55_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

159187 

LIB3176-106-P1-K1-C3 

BLASTX 

g2654208 

392 

5.0e-38 

133 

67 

(AF035456) heat shock 70 protein [Spinacia oleracea] 
>gi_2773050 (AF039083) heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159188 

LIB3176-106-P1-K1-C5 

BLASTX 

gl669387 

633 

2.0e-66 

125 

100 

(U41998) actin 2 [Arabidopsis thaliana] 



20938 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

'BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159189 

LIB3176-106-P1-K1-C6 

BLASTX 

gll69278 

312 

l.Oe-28 

129 

56 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159190 

LIB317 6-106-P1-K1-C7 

BLASTN 

g3510347 

132 

4,0e-68 

205 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJll, complete sequence [Arabidopsis thaliana] 

159191 

LIB3176-106-P1-K1-C8 

BLASTX 

g3249077 

378 

2.0e-36 

102 

72 

(AC004473) Similar to prunasin hydrolase precursor 
gb_U50201 from Prunus serotina. ESTs gb_T21225 and 
gb_AA586.305 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


159192 


Seq. ID 


LIB3176-106- 


Method 


BLASTX 


NCBI GI 


g2654868 


BLAST score 


273 


E value 


3.0e-24 


Match length 


58 


% identity 


91 


NCBI Description 


(AF015301) ] 


Seq. No. 


159193 


Seq. ID 


LIB3176-106- 


Method 


BLASTX 


NCBI GI 


g4741962 


BLAST score 


428 


E value 


2.0e"42 


Match length 


104 


% identity 


87 


NCBI Description 


(AF134131) 


Seq. No. 


159194 


Seq. ID 


LIB3176-106 



-C9 



-Kl-DiO 



20939 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32074 

418 

2.0e-41 

76 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159195 

LIB317 6-106-P1-K1-D2 

BLASTN 

g4733953 

96 

l.Oe-46 

116 

96 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159196 

LIB317 6-106-P1-K1-D3 

BLASTN 

g4432829 

92 

2.0e-44 

179 

97 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159197 

LIB317 6-106-P1-K1-D5 

BLASTX 

g2130028 

246 

2.0e-21 

59 

76 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ (X76604) 
HVB12D [Hordeum vulgare] >gi_34 45292_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159198 

LIB317 6-106-P1-K1-D6 

BLASTX 

g421826 

299 

9.0e-28 

71 

82 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ {X71878) CP29 [Arabidopsis 
thaliana] 



20940 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159199 

LIB3176-106-P1-K1-D7 

BLASTN 

g4559319 

181 

3.0e-97 

356 

99 

Arabidopsis thaliana chromosome II BAG F14N22 genomic 
sequence, complete sequence 



Seq. No. 


159200 


Seq. ID 


LIB317 6-106-P1-K1-D8 


Method 


BLASTX 


NGBI GI 


g444790 


BLAST score 


66 


E value 


5.8e+00 


Match length 


112 


% identity 


19 


NCBI Description 


nucleotide translocator 


Seq. No. 


159201 


Seq. ID 


LIB317 6-106-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2317906 


BLAST score 


366 


E value 


l.Oe-46 


Match length 


97 


% identity 


95 


NCBI Description 


(U89959) ARA-5 [Arabidopj 


Seq. No. 


159202 


Seq. ID 


LIB3176-106-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl31397 


BLAST score 


148 


E value 


5.0e-10 


Match length 


51 


% identity 


75 


NCBI Description 


OXYGEN-EVOLVING ENHANCER 



SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159203 

LIB317 6-106-P1-K1-E12 

BLASTX 

gll3026 

416 

5.0e-41 

97 

84 

ISOCITRATE LYASE (ISOCITRASE) 



(ISOCITRATASE) (ICL) 



20941 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_68211_pir WZRPI isocitrate lyase (EC 4,1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi 447142 prf 1913 



isocitrate lyase [Brassica napus] >gi_ 
isocitrate lyase [Brassica napus] 

159204 

LIB3176-106-P1-K1-E3 

BLASTN 

g4580454 

78 

2.0e-36 

82 

99 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



159205 

LIB3176-106-P1-K1-E4 
BLASTX 
g2129636 
.504 

2.0e-51 

98 

100 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



3424A 



(U38916) lipase 



159206 

LIB317 6-106-P1-K1-E5 

BLASTX 

g730645 

392 

3.0e-38 

94 

85 

40S RIBOSOMAL ^PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 -Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159207 

LIB3176-106-P1-K1-E7 

BLASTX 

g2088654 

142 

3.0e-09 

37 

76 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 



20942 



Seq. No. 


159208 


Seq. ID 


LIB3176-106-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4455338 


BLAST score 


228 


E value 


8.0e-19 


Match length 


70 


% identity 


66 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 


Seq. No. 


159209 


Seq. ID 


LIB3176-106-P1-K1-E9 


t h od 




NCBI GI 


g2832643 


BLAST score 


174 


E value 


8.0e-13 


Match length 


71 


% identity 


55 


NCBI Description 


(AL021710) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


159210 


Seq. ID 


LIB317 6-106-P1-K1-F1 


Method 


BLASTN 






BLAST score 


142 


E value 


6.0e-74 


Match length 


169 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 




(ESSAII project) 


Seq. No. 


159211 


Seq. ID 


LIB3176-106-P1-K1-F10 


Method 


BLASTN 


NPRT QJ 


rr47 S74nQ 
/ J f *± \j J 


BLAST score 


103 


E value 


9.0e-51 


Match length 


342 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI cl< 




MVC8, complete sequence 


Seq. No. 


159212 


Seq. ID 


LIB317 6-106-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g4587641 


BLAST score 


246 


E value 


l.Oe-136 


Match length 


258 


% identity 


99 



NCBI Description 



Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159213 

LIB3176-106-P1-K1-F3 

BLASTN 

g3367500 



20943 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 

7.0e-51 

292 

100 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159214 

LIB317 6-106-P1-K1-F4 

BLASTN 

g2062153 

52 

2.0e-20 

87 

19 

Arabidopsis thaliana chromosome III BAG T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159215 

LIB3176-106-P1-K1-F5 

BLASTX 

gl32074 

364 

4.0e-35 

70 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159216 

LIB317 6-106-P1-K1-F6 

BLASTX 

g4490732 

305 

6.0e-56 

114 

99 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159217 

LIB3176-106-P1-K1-F7 

BLASTN 

g4741955 

123 

l.Oe-62 

135 

98 

Arabidopsis thaliana Lhcb4 : 3 protein (Lhcb4.3) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159218 

LIB3176-106-P1-K1-F8 

BLASTN 

g4490701 



20944 



BLAST score 


69 


E value 


l.Oe-30 


Match length 


73 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 


* 


(ESSA project) 


Seq. No. 


159219 


Seq. ID 


LIB3176-106-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


g2924652 


BLAST score 


271 


E value 


l.Oe-151 


Match length 


274 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, ' 




K9L2, complete sequence [Arabidopsis thaliana] 


Seq. No. 


159220 


Seq. ID 


LIB317 6-106-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g2924654 


BLAST score 


108 


E value 


4 .Oe-54 


Match length 


152 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MHK7, complete sequence [Arabidopsis thaliana] 


Seq. No. 


159221 


Seq. ID 


LIB317 6-106-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2326812 


BLAST score 


361 


E value 


2.0e-34 


Match length 


152 


% identity 


48 


NCBI Description 


(Z74 955) ORE YOR04 6c [Saccharomyces cerevisiae] 


Seq. No. 


159222 


Seq. ID 


LIB317 6-106-P1-K1-G2 


Method 


BLASTX • 


NCBI GI 


gll72558 


BLAST score 


285 


E value 


7.0e-26 


Match length 


75 


% identity 


73 


NCBI Description 


OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE 




ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 




>gi 480122 pir S36454 porin porl - garden pea 




>gi_396819_emb_CAA80988_ (Z25540) Porin [Pisum s- 


Seq. No. 


159223 


Seq. ID 


LIB317 6-106-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2119846 


BLAST score 


455 



TAC clone: 



20945 



E value 
Ma.tch length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



l,0e-45 

92 

95 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_eiTib_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
(Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

159224 

LIB317 6-106-P1-K1-G6 

BLASTN 

g4468976 

219 

l.Oe-120 

296 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19F18 
{ESSA project) 

159225 

LIB3176-106-P1-K1-G7 

BLASTX 

g4586244 

219 

8.0e-18 

103 

40 

(AL049640) putative protein [Arabidopsis thaliana] 
159226 

LIB3176-106-P1-K1-G8 

BLASTX 

g3150415 

278 

4.0e"25 

63 

83 

{AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 

159227 

LIB317 6-106-P1-K1-G9 

BLASTX 

g2244769 

197 

3.0e-15 

62 

58 

(Z97335) xyloglucan endotransglycosylase-related protein 
XTR-7 [Arabidopsis thaliana] 

159228 

LIB3176-106-P1-K1-H1 



20946 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g4262147 

343 

2.0e-32 

74 

89 

{AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 

159229 

LIB317 6-106-P1-K1-H10 

BLASTN 

g4580454 

37 

3.0e-ll 

41 

98 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

159230 

LIB317 6-106-P1-K1-H11 

BLASTN 

g3212846 

114 

2.0e-57 

275 

97 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159231 

LIB3176-106-P1-K1-H12 

BLASTX 

g464849 

286 

3.0e-26 

55 

100 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

159232 

LIB3176-106-P1-K1-H2 

BLASTN 

g3059018 

133 

l.Oe-68 

296 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 

159233 

LIB317 6-106-P1-K1-H5 
BLASTX 



20947 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32074 
231 

2.0e-19 

84 

55 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



159234 

LIB317 6-106-P1-K1-H6 

BLASTN 

g4741957 

124 

l.Oe-63 

138 

99 

Arabidopsis thaliana LhcbS protein {Lhcb5) itiRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159235 

LIB317 6-106-P1-K1-H7 

BLASTX 

gll9143 

196 

4.0e-15 

39 

97 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_2957 88_emb_CAA34 453_ 

(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927__emb_CAA34 454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA344 55_ 

(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi__1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159236 

LIB317 6-106-P1-K1-H8 

BLASTN 

g2062153 

70 

3.0e-31 

90 

52 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159237 

LIB3176-108-P1-K1-A1 

BLASTN 

g4240115 

196 

l.Oe-106 



20948 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220 
97 

Arabidopsis thaliana mRNA for NADH-cytochrome b5 reductase 
complete cds 

159238 

LIB3176-108-P1-K1-A10 

BLASTX 

g2507421 

493 

7.0e-50 

97 

99 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4 4 90709_einb__CAB3884 3. 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

159239 

LIB3176-108-P1-K1-A11 

BLASTN 

g3785992 

91 

2.0e-43 

169 

91 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159240 

LIB317 6-108-P1-K1-A12 

BLASTN 

g2264317 

77 

2.0e-35 
183 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



159241 

LIB317 6-108-P1-K1-A2 

BLASTX 

g4538987 

684 

3.0e-72 

144 

96 

(AJ133777) gamma-adaptin 2 [Arabidopsis thaliana] 
159242 

LIB317 6-108-P1-K1-A6 

BLASTX 

g2062161 

636 

l.Oe-66 
123 



20949 



% identity 


49 


NCBI Description 


(AC001645) jasmonate 




thaliana] 


Seq. No. 


159243 


Seq. ID 


LIB3176-108-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3915823 


BLAST score 


231 


E value 


9.0e-20 


Match length 


46 


% identity 


96 


NCBI Description 


[Segment 1 of 2] 60S 


Seq. No. 


159244 


Seq. ID 


LIB3176-108-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


460 


E value 


3.0e-46 


Match length 


92 


% identity 


96 


NCBI Description 


(D63396) elongation ; 


Seq. No. 


159245 


Seq. ID 


LIB3176-108-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4096078 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


74 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 




sequence, complete si 


Seq. No. 


159246 


Seq. ID 


LIB317 6-108-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3024126 


BLAST score 


321 


E value 


5.0e-30 


Match length 


62 


% identity 


98 


NCBI Description 


S-ADENOSYLMETHIONINE 


ADENOSYLTRANSFERASE 



RIBOSOMAL PROTEIN L5 



>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159247 ' 

LIB3176-108-P1-K1-B10 

BLASTN 

g4539331 

267 

l.Oe-148 

385 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 



F22I13 



20950 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159248 

LIB3176-108-P1-K1-B3 

BLASTX 

gl363489 

599 

2.0e-62 

114 

95 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

159249 

LIB3176-108-P1-K1-B4 

BLASTX 

g2687686 

394 

l.Oe-38 
78 

100 . 

(AJOOOllO) cystatin [Arabidopsis thaliana] 
159250 

LIB3176-108-P1-K1-B5 

BLASTX 

gl755164 

568 

l.Oe-58 

141 

80 

(U75193) germin-like protein [Arabidopsis thaliana] 
>gi_1755168 (U75195) germin-like protein [Arabidopsis 
thaliana] >gi_2239042_emb_CAA73213_ {Y12673) GLP3 protein 
[Arabidopsis thaliana] >gi_4 666250_dbj_BAA7 7208 . 1_ (D89374) 
germin-like protein 2 precursor [Arabidopsis thaliana] 

159251 

LIB317 6-108-P1-K1-B6 

BLASTX 

gll73104 

399 

3.0e-39 

78 

92 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159252 

LIB3176-108-P1-K1-B7 

BLASTN 

g4519184 

291 

l.Oe-163 
411 



20951 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16F13, complete sequence 

159253 

LIB3176-108-P1-K1-B8 

BLASTN 

g4646215 

67 

4 .Oe-29 

79 

96 

Arabidopsis thaliana chromosome II BAC T22013 genomic 
sequence, complete sequence 

159254 

LIB317 6-108-P1-K1-B9 

BLASTN 

gll67960 

186 

l.Oe-lOO 

802 

31 

Arabidopsis thaliana extensin (atExtl) gene, complete cds 
159255 

LIB317 6-108-P1-K1-C1 

BLASTN 

g2244901 

283 

l,0e-158 

354 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

159256 

LIB317 6-108-P1-K1-C11 

BLASTX 

gll72873 

368 

l.Oe-35 

74 

100 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
{D13043) thiol protease [Arabidopsis thaliana] 

159257 

LIB317 6-108-P1-K1-C12 

BLASTX 

g2244785 

570 

6.0e-59 

131 

86 



20952 



NCBI Description 



(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159258 

LIB3176-108-P1-K1-C2 

BLASTX 

g2062161 

398 

6.0e-39 

81 

48 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159259 

LIB3176-108-P1-K1-C4 

BLASTN 

g4159709 

92 

3.0e-44 

140 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159260 

LIB317 6-108-P1-K1-C5 

BLASTX 

g4582468 

373 

4.0e-36 

79 

96 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159261 

LIB317 6-108-P1-K1-C6 

BLASTN 

g2098816 

206 

l.Oe-112 

323 

96 

Arabidopsis thaliana BAC F19G10, complete sequence 
159262 

LIB3176-108-P1-K1-C7 

BLASTX 

g462013 

604 

l.Oe-64 

150 

85 

ENDOPLASMIN HOMOLOG PRECURSOR {GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



20953 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159263 

LIB3176-108-P1-K1-C9 

BLASTX 

g3182906 

149 

4.0e-10 

40 

80 

ACTIN, MUSCLE >gi_1526485_dbj_BAA13351_ (D87407) muscle 
actin [Branchiostoma floridae] 



Seq. No. 


159264 


Seq. ID 


LIB3176-108-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4220470 


BLAST score 


145 


E value 


l.Oe-09 


Match length 


44 


% identity 


64 


NCBI Description 


(AC006069) hypothetical protein [Arabidopsis thali. 


Seq. No. 


159265 


Seq. ID 


LIB317 6-108-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


692 


E value 


3.0e-73 


Match length 


138 


% identity 


96 


NCBI Description 


{U72153) beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


159266 


Seq. ID 


LIB317 6-108-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


g4589412 


BLAST score 


259 


E value 


l.Oe-144 


Match length 


259 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




F6N7, complete sequence 


Seq. No. 


159267 


Seq. ID 


LIB317 6-108-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g4519183 


BLAST score 


95 


E value 


4 .Oe-46 



Match length 

% identity 

NCBI Description 



139 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15C23, complete sequence 



Seq. No. 
Seq. ID 
Method 



159268 

LIB3176-108-P1-K1-D3 
BLASTX 



20954 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll9350 
109 

8.0e-31 

74 

92 

ENOLASE {2-PHOSPHOGLYCERATE DEHYDRATASE) 

{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_ertib_CAA41114_ {X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159269 

LIB317 6-108-P1-K1-D5 

BLASTX 

g3024426 

198 

7.0e-16 

52 

77 

PYRUVATE, PHOSPHATE DI KINASE ^PRECURSOR 

( PYRUVATE, ORTHOPHOSPHATE DIKINASE) >gi_1084302_pir S55478 

pyruvate, orthophosphate dikinase (EC 2,7.9.1) - common ice 
plant >gi_854 265_emb_CAA57872_ (X82489) 
pyruvate, orthophosphate dikinase [Mesembryanthemum 
crystal linum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159270 

LIB3176-108-P1-K1-D6 

BLASTN 

g2252471 

147 

3.0e-77 

202 

94 

Arabidopsis thaliana mRNA for argininosuccinate lyase 
159271 

LIB3176-108-P1-K1-D7 

BLASTN 

g2347177 

299 

l.Oe-168 

303 

100 

Arabidopsis thaliana catalase 3 (CAT3) gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



159272 

LIB317 6-108-P1-K1-D9 

BLASTX 

g3319350 

251 

4.0e-22 

52 

94 



20955 



NCBI Description 



{AF077407) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBr GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159273 

LIB317 6-108-P1-K1-E1 

BLASTX 

g3738338 

220 

5.0e-18 

76 

59 

(AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159274 • 

LIB317 6-108-P1-K1-E11 

BLASTN 

g4371278 

95 

2.0e-46 

159 

99 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159275 

LIB317 6-108-P1-K1-E12 

BLASTX 

gl864017 

405 

5.0e-40 

79 

99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159276 

LIB3176-108-P1-K1-E2 

BLASTN 

g4757409 

116 - 

2.0e-58 

433 

100 

Arabidopsis thaliana genomic 
MVC8, complete sequence 



DNA, chromosome 3, PI clone : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159277 

LIB317 6-108-P1-K1-E3 

BLASTN 

g3859590 

33 

9.0e-10 

53 

91 

Arabidopsis thaliana BAC T15B16 



Seq. No. 
Seq. ID 



159278 

LIB3176-108-P1-K1-E4 



20956 



Method 

NCBI 'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3033384 

298 

l.Oe-27 

75 

75 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
159279 

LIB3176-108-P1-K1-E5 

BLASTX 

g417381 

404 

l.Oe-39 

80 

100 

NITRILASE 1 >gi_99738_pir S22398 nitrilase (EC 3.5.5.1) 

Arabidopsis thaliana >gi_16400_emb_CAA45041_ (X63445) 
nitrilase I [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI* Description 



159280 

LIB3176-108-P1-K1-E6 

BLASTN 

g4220627 

213 

l.Oe-116 

368 

6 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159281 

LIB317 6-108-P1-K1-E7 

BLASTX 

gll5783 

517 

8.0e-53 

97 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159282 

LIB3176-108-P1-K1-E8 

BLASTN 

g4587641 

155 

6.0e-82 

202 

98 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 



159283 

LIB3176-108-P1-K1-F1 



20957 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4455321 

97 

l.Oe-47 
131 
94 ' 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



159284 

LIB317 6-108-P1-K1-F10 

BLASTX 

g4263783 

381 

3.0e-37 

78 

99 

(AC006068) putative DNAJ protein (Arabidopsis thaliana] 
159285 

LIB317 6-108-P1-K1-F11 

BLASTX 

g3176676 

488 

2.0e-49 

106 

93 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963 
and gb_AA597734 come from this gene, [Arabidopsis thaliana] 

159286 

LIB3176-108-P1-K1-F12 

BLASTX 

g3341723 

149 

9.0e-10 

57 ~ 

30 

(AF052690) CONSTANS-like 1 protein [Raphanus sativus] 
159287 

LIB317 6-108-P1-K1-F3 

BLASTN 

g4581084 

84 

l.Oe-39 

84 

100 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159288 

LIB317 6-108-P1-K1-F5 

BLASTN 

g2924729 

342 



20958 



E value 
Match length 
% identity 
NCBI Description 



O.Oe+00 
34 6 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNA5, complete sequence [Arabidopsis thaliana] 



Seq. No. 


159289 


Seq. ID 


LIB3176-: 


Method 


BLASTX 


NCBI GI 


gl076445 


BLAST score 


174 


E value 


2.0e-12 


Match length 


90 


% identity 


50 


NCBI Description 


cyclin - 


Seq. No. 


159290 


Seq. ID 


LIB3176- 


Method 


BLASTX 


NCBI GI 


g267073 


BLAST score 


489 


E value 


2.0e-49 


Match length 


98 


% identity 


93 


NCBI Description 


TUBULIN 



-108-P1-K1-F6 



rape >gi_562190 {L25406) cyclin [Brassica napus] 



beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 


159291 


Seq. ID 


LIB3176-108-] 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


686 


E value 


. l.Oe-72 


Match length 


130 


% identity 


98 


NCBI Description 


(U72153) bet. 


Seq. No. 


159292 


Seq. ID 


LIB3176-108- 


Method 


BLASTN 


NCBI GI 


g4741928 


BLAST score 


142 


E value 


2.0e-74 


Match length 


154 


% identity 


98 


NCBI Description 


Arabidopsis 


complete cds 


Seq. No. 


159293 


Seq. ID 


LIB3176-108- 


Method 


BLASTX 


NCBI GI 


g2244798 


BLAST score 


366 


E value 


3.0e-35 


Match length 


79 



P1-K1-F9 



20959 



% identity 


92 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana 


Seq, No. 


159294 


Seq. ID 


LIB3176-108-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4468979 


BLAST score 


393 


E value 


4.0e-38 


Match length 


93 


% identity 


76 


NCBI Description 


{AL035605) putative protein [Arabidopsis thaliana] 


Seq. No. 


159295 


Seq. ID 


LIB3176-108-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g3449327 


BLAST score 


160 


E value 


4 .Oe-85 


Match length 


172 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI ^ 




MCA23, complete sequence [Arabidopsis thaliana] 


Seq. No. 


159296 


Seq. ID 


LIB317 6-108-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl35860 


BLAST score 


429 


E value 


2.0e-42 


Match length 


79 


% identity 


57 


NCBI Description 


TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 



(AQUAPORIN-TIP) >gi_997 61_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
{-M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159297 

LIB3176-108-P1-K1-G2 

BLASTN 

g4220627 

325 

O.Oe+00 

403 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159298 

LIB3176-108-P1-K1-G4 

BLASTX 

g548653 

531 



20960 



E value 
Match length 
% identity 
NCBI Description 



2.0e-54 

129 

85 

SOS RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir ^A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_4 68771_emb_CAA48181_ {X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^6-108-Pl-Kl-G5 

r 

)93 

-6 



159299 
LIB317( 
BLASTX 
g22450S 
200 

8.0e-lf 
55 
82 

(Z97343) membrane channel protein [Arabidopsis thaliana] 
159300 

LIB317 6-108-P1-K1-G7 

BLASTX 

gll72806 

320 

4.0e-30 

62 

94 

60S RIBOSOMAL PROTEIN LIO (WILM'S TUMOR SUPPRESSOR PROTEIN 

HOMOLOG) >gi_478401_pir JQ2244 ribosomal protein LlO.e, 

cytosolic - Arabidopsis thaliana >gi_17 682_emb_CAA78856_ 
(Z15157) Wilm*s tumor suppressor homologue [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159301 

LIB3176-108-P1-K1-G8 

BLASTX 

g4204295 

108 

2.0e-61 

134 

91 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



159302 

LIB317 6-108-P1-K1-G9 

BLASTX 

gl702987 

345 

l.Oe-32 

90 

82 

14-3-3-LIKE PROTEIN GF14 PHI >gi_1493805 
protein phi chain [Arabidopsis thaliana] 



(L09111) GF14 
>gi_2232146 



(AF001414) 
thaliana] 



14-3-3-like protein GF14 phi [Arabidopsis 



Seq. No, 



159303 



20961 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LI33176-108-P1-K1-H1 

BLASTX 

g322794 

309 

2.0e-28 

82 

72 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 

potato >gi_21599_emb_CAA79357_ (Z18924) 

UTP — glucose-l-phosphate uridylyltransf erase [Solanum 

tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159304 

LIB317 6-108-P1-K1-H10 

BLASTN 

g4220643 

321 

O.Oe+00 

361 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

159305 

LIB3176-108-P1-K1-H11 

BLASTN 

g4220627 

62 

4.0e-26 

298 

9 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 

159306 

LIB3176-108-P1-K1-H12 

BLASTX 

gll4335 

342 

l.Oe-32 

79 

85 

PLASMA MEMBRANE ATPASE 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159307 

LIB3176-108-P1-K1-H2 

BLASTX 

g3123188 

570 

5.0e-59 

124 

81 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi 2511726 (AF021937) catalase 3 [Arabidopsis 



20962 



thaliana] 



Sea. No. 


159308 


Seq., ID 


LIB3176-108-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


549 


E value 


1 . Oe-56 


Match length 


103 


% identity 


98 


NCBI Description 


(U72153) beta-glucos: 


Seq. No. 


159309 


^pa ID 


LIB3176-108-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g4490291 


BLAST score 


57 


E value 


l.Oe-23 


Match length 


170 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No. 


159310 


Seq. ID 


LIB317 6-108-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


gl402874 


BLAST score 


93 


E value 


6.0e-45 


Match length 


177 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

A. thaliana 81kb genomic sequence 
159311 

LIB317 6-108-P1-K1-H6 

BLASTX 

gll45699 

257 

8.0e-23 

54 

98 

(U39486) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159312 

LIB3176-108-P1-K1-H7 

BLASTX 

g2244750 

276 

2.0e-24 

79 

73 

(297335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No, 



159313 



20963 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-108-P1-K1-H8 

BLASTX 

g4204300 

245 

2.0e-26 
73 
88 " 

{AC003027) 



Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



159314 

LIB317 6-108-P1-K1-H9 

BLASTX 

g4337027 

201 

3.0e-16 

48 

83 

(AF123254) MFP2 [Arabidopsis thaliana] 
159315 

LIB317 6-109-P1-K1-A1 

BLASTX 

gl619956 

372 ' 

l.Oe-35 

85 

87 

(U72151) voltage-gated chloride channel [Arabidopsis 
thaliana] 

159316 

LIB317 6-109-P1-K1-A12 

BLASTX 

g4587542 

635 

2.0e-66 

136 

91 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

159317 

LIB317 6-109-P1-K1-A2 

BLASTX 

gl711507 

404 

2.0e-39 

104 

69 

SIGNAL RECOGNITION PARTICLE 19 KD PROTEIN (SRP19) 
>gi_624221 {U19030) signal recognition particle 19 kDa 
protein subunit SRP19 [Oryza sativa] 

159318 

LIB3176-109-P1-K1-A3 
BLASTN 
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NCBI GI g377 6020 

BLAST score 56 

E value 6.0e-23 

Match length 79 

% identity 92 

NCBI Description Arabidopsis. thaliana mRNA for DEAD box RNA helicase, RH23 

Seq. No. 159319 

Seq. ID LIB3176-109-P1-K1-A4 

Method BLASTX 

NCBI GI g4741940 

BLAST score 626 

E value 2.0e-65 

Match length 118 

% identity 68 

NCBI Description (AF134120) Lhca2 protein [Arabidopsis thaliana] 
159320 

LIB3176-109-P1-K1-A5 
BLASTX 
g3287693 
615 

3,0e-64 
129 
88 

{AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp/^\ gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 159321 

Seq. ID LIB3176-109-P1-K1-A6 

Method BLASTX 

NCBI GI g4337027 

BLAST score 626 

E value 2.0e-65 

Match length 126 

% identity 99 

NCBI Description (AF123254) MFP2 [Arabidopsis thaliana] 

Seq. No. 159322 

Seq. ID LIB3176-109-P1-K1-A7 

Method BLASTN 

NCBI GI g4589440 

BLAST score 308 

E value l.Oe-173 

Match length 335 

% identity 97 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

Seq. No. 159323 

Seq. ID LIB3176-109-P1-K1-A8 

Method BLASTN 

NCBI GI g4417264 

BLAST score 292 

E value l.Oe-163 

Match length 395 
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% identity 100 

NCBI Description Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No, 159324 

Seq*. ID ' LIB3176-109-P1-K1-A9 

Method BLASTX 

NCBI GI g2244750 

BLAST score 638 

E value 8.0e-67 

Match length 136 

% identity 88 

NCBI Description (Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 

>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

Seq. No. 159325 

Seq. ID LIB3176-109-P1-K1-B1 

Method BLASTX 

NCBI GI g4741198 

BLAST score 410 

E value 3.0e-40 

Match length 7 6 

% identity 100 

NCBI Description (AL049746) putative protein [Arabidfopsis thaliana] 

Seq. No. 159326 

Seq. ID LIB3176-109-P1-K1-B11 

Method BLASTX 

NCBI GI g2146746 

BLAST score 561 

E value 8.0e-58 

Match length 109 

% identity 99 

NCBI Description protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 

>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 

Seq. No. 159327 

Seq. ID LIB3176-109-P1-K1-B12 

Method BLASTX 

NCBI GI g4586265 

BLAST score 210 

E value l.Oe-16 

Match length 80 

% identity 50 

NCBI Description (AL049640) putative protein [Arabidopsis thaliana] 

Seq. No. 159328 

Seq. ID LIB3176-109-P1-K1-B2 

Method BLASTN 

NCBI GI g4220510 

BLAST score 228 

E value l.Oe-125 

Match length 369 

% identity 96 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159329 

LIB3176-109-P1-K1-B3 

BLASTN 

g2584827 

70 

2.0e-31 

124 

93 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159330 

LIB3176-109-P1-K1-B5 

BLASTX 

g4580920 

528 

6.0e-54 

141 

72 

{AF113545) vacuole-associated annexin VCaB42 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159331 

LIB3176-109-P1-K1-B6 

BLASTN 

g2160132 

349 

0. 0e+00 
455 

94 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159332 

LIB317 6-109-P1-K1-B7 

BLASTX 

g459009 

171 

3.0e-12 

57 

56 

(U00037) similar to multifunctional aminoacyl-tRNA 
synthetase, especially to the prolyl-tRNA synthetase region 
[Caenorhabditis elegans] 

159333 

LIB3176-109-P1-K1-B8 

BLASTN 

g4490701 

108 

3.0e-54 

141 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 
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Seq. No. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g3319349 


BLAST score 




E value 


2 . Oe-42 


Match length 


88 


% identity 




NCBI Description 


(ArU//4U/) No uetinition ±ine rouna [Araoiaopsis rnaxianaj 


Seq. No. 


1 Q Q Q "a c 

loy joo 


Seq. ID 




Method 


BLiASTX 


NCBI GI 


g4iyj Joo 


BLAST score 


357 


E ' value 


5.0e-34 


Match length 


95 


% identity 


73 


NCBI Description 


(AF091455) translationally controlled tumor protein [Hevea 




brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159336 

LIB3176-109-P1-K1-C2 

BLASTX 

g3913008 

198 

9.0e-16 

52 

77 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_enib_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159337 

LIB3176-109-P1-K1-C3 

BLASTN 

g4455290 

106 

4.0e-53 

110 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F18A5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159338 

LIB3176-109-P1-K1-C4 

BLASTX 

g282865 

237 

2.0e-20 

51 

84 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ {X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
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a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159339 

LIB3176-109-P1-K1-C7 

BLASTN 

g2924733 

45 

4,0e-16 

81 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159340 

LIB3176-109-P1-K1-C8 

BLASTX 

g4581146 

418 

2.0e-41 

92 

91 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



Seq. No. 


159341 


Seq. ID 


LIB317 6-109-P1-K1-D1 


Method ■ 


BLASTX 


NCBI GI 


g4427003 


BLAST score 


208 


E value 


9.0e-17 


Match length 


42 


% identity 


93 


NCBI Description 


{AF127664) NBD-like protein 


Seq. No- 


159342 


Seq. ID 


LIB317 6-109-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g512400 


BLAST score 


574 


E value 


2.0e-59 


Match length 


153 


% identity 


73 


NCBI Description 


(X74 947) annexin [Medicago ; 


Seq. No. 


159343 


Seq. ID 


LIB317 6-109-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


'g3869075 


BLAST score 


72 


E value 


3.0e-32 


Match length 


199 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomi< 



MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159344 

LIB3176-109-P1-K1-D2 
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Method 


BLASTN 






NCBI GI 


g4584339 






BLAST score 


109 






E value 


2.0e-54 






Match length 


113 






% identity 


9*9 






NCBI Description 


Arabidopsis thaliana chromosome II BAC T23A1 


genom: 




sequence, complete sequence 






Seq. No. 


159345 






Seq. ID 


LIB3176-109-P1-K1-D6 






Method 


BLASTN 






NCBI GI 


g4757409 






BLAST score 


39 






E value 


l.Oe-12 






Match length 


47 






% identity 


98 






NCBI Description 


Arabidopsis thaliana genomic 


DNA, chromosome 


3, PI 




MVC8, complete sequence 






Seq. No. 


159346 






Seq. ID 


LIB317 6-109-P1-K1-D7 






Method 


BLASTX . 






NCBI GI 


g4427003 






BLAST score 


553 






E value 


6.0e-57 






Match length 


135 






% identity 


81 






NCBI Description 


(AF127664) NBD-like protein 


[Arabidopsis thaliana] 


Seq. No. 


159347 






Seq. ID 


LIB317 6-109-P1-K1-D8 






Method 


BLASTN 






NCBI GI 


g4757410 






BLAST score 


157 






E value 


3 . Oe-83 






Match length 


169 






% identity 


98 






NCBI Description 


Arabidopsis thaliana genomic 


DNA, chromosome 


3, PI 




MVEll, complete sequence 






Seq. No. 


159348 






Seq. ID 


LIB317 6-109-P1-K1-D9 






Method 


BLASTX 






NCBI GI 


gll70505 






BLAST score 


174 






E value 


6.0e-13 






Match length 


37 






% identity 


92 






NCBI Description 


EUKARYOTIC INITIATION FACTOR 


4A-2 (EIF-4A-2) 





>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556_emb_CAA4 6189_ 
(X65053) eukaryotic translation initiation factor 4A-2 
(Arabidopsis thaliana] >gi_4585969_gb_AAD25605 . 1_AC005287 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis' 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159349 

LIB3176-109-P1-K1-E1 

BLASTN 

g2980787 

234 

l.Oe-129 

453 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M7J2 



159350 

LIB317 6-109-P1-K1-E11 

BLASTX 

g3738287 

140 

6.0e-09 

29 

97 

(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



159351 

LIB3176-109-P1-K1-E12 

BLASTX 

gl350768 

422 

l.Oe-41 

100 

84 

60S RIBOSOMAL PROTEIN L7A 
159352 

LIB317 6-109-P1-K1-E5 

BLASTN 

g2828182 

82 

2,0e-38 

206 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0J9, complete sequence [Arabidopsis thaliana] 

159353 

LIB317 6-109-P1-K1-E7 

BLASTN 

gl66816 

141 

l.Oe-73 

183 

96 

Arabidopsis thaliana protein kinase mRNA, complete cds 
159354 

LIB317 6-109-P1-K1-E8 

BLASTN 

g4512646 
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BLAST score 


62 


E value 


1 . Oe-26 


Match length 


137 


% identity 


96 


NCBI Description 


Arabiuopsis tna liana cnromosome ii BAC r z JN x . 




sequence, complete sequence 


Seq. No. 


1 d o o c d 
loy ODD 


Seq. ID 


LIBJl /b-lUy-ri-Ki-by 


Method 


BLASTX 


NCBI GI 


g4581146 


BLAST score 


274 


E value 


2 . Oe-24 


Match length 


75 


% identity 


80 


NCBI Description 


(AC006919) putative f ructose-bisphosphate al< 




cytoplasmic [Arabidopsis thaliana] 


Seq. No. 


159356 


Seq. ID 


LIB317 6-109-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2199574 


BLAST score 


220 


E value 


5 . Oe-18 


Match length 


39 


% identity 


100 


NCBI Description 


{AF004293) aquaporin [Brassica rapa] 


Seq. No. 


159357 


Seq. ID 


LIB3176-109-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g4757395 


BLAST score 


119 


E value 


2 . Oe-60 


Match length 


221 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K21L13, complete sequence 


Seq. No. 


1 Q Q '5 R Q 

±D y jDO 


Seq. ID 


LIB3176-109-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl702987 


BLAST score 


631 


E value 


2.0e-68 


Match length 


150 



% identity 

NCBI Description 



90 

14-3-3-LIKE PROTEIN GF14 PHI >gi_1493805 (L09111) GF14 
protein phi chain [Arabidopsis thaliana] >gi_2232146 
(AF001414) 14-3-3-lilce protein GF14 phi [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159359 

LIB3176-109-P1-K1-F2 

BLASTN 

g2980787 

81 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-38 
81 

100 ' - 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

159360 

LIB3176-109-P1-K1-F4 

BLASTX 

g3024022 

578 

7.0e-60 

126 

86 

INITIATION FACTOR 5A-5 {EIF-5A) {EIF-4D) 

>gi_2225885_dbj_BAA20879_ {AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159361 

LIB317 6-109-P1-K1-F5 

BLASTX 

gl24224 

173 . 

2.0e-12 

75 

55 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159362 

LIB317 6-109-P1-K1-F7 

BLASTN 

g2351061 

75 

3.0e-34 

193 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAF19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159363 

LIB317 6-109-P1-K1-F8 

BLASTX 

g3850573 

242 

5,0e-45 

92 

99 

{AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159364 

LIB317 6-109-P1-K1-G10 
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Method 


BLASTN 


NCBI GI 


g4512656 


BLAST score 


58 


E value 


8.0e-25 


Match length 


62 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F7D19 genomic 




sequence, complete sequence 


Seq. No. 


159365 


Seq. ID 


LIB3176-109-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4650842 


BLAST score 


137 


E value 


l.Oe-08 


Match length 


29 


% identity 


90 


NCBI Description 


(AB026185) elongation factor 2 [Lithospermum erythrorhizon 


Seq. No. 


159366 


Seq. ID 


LIB317 6-109-P1-K1-G12 


MptHod 


BLASTX 


NCBI GI 


g3759184 


BLAST score ' 


310 


E value 


2.0e-28 


Match length 


124 ■ - 


% identity 


58 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


159367 


Seq, ID 


LIB3176-109-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2246621 


BLAST score 


471 


E value 


l.Oe-47 


Match length 


95 


% identity 


100 


NCBI Description 


(AF004393) salt-stress induced tonoplast intrinsic protein 


[Arabidopsis thaliana] 


Seq. No. 


159368 


Seq. ID 


LIB317 6-109-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2921157 


BLAST score 


46 


E value 


7.0e-17 


Match length 


78 


% identity 


88 


NCBI Description 


Arabidopsis thaliana ClpC mRNA, nuclear gene encoding 




chloroplast protein, complete cds 


Seq. No. 


159369 


Seq. ID 


LIB3176-109-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4220635 


BLAST score 


216 


E value 


l.Oe-118 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 

159370 

LIB3176-109-P1-K1-H1 

BLASTX 

g2961343 

382 

2.0e-37 

77 

99 

(AL022140) symbiosis-related like protein [Arabidopsis 
thaliana] 



Seq. No. 


159371 




Seq. ID 


LIB317 6-109-P1-K1-H10 




Method 


BLASTX 




NCBI GI 


gl350680 




BLAST score 


230 




E value 


2.0e-19 




Match length 


44 




% identity 


100 




NCBI Description 


60S RIBOSOI^L PROTEIN 


Ll 


Seq. No. 


159372 




Seq. ID 


LIB317 6-109-P1-K1-H12 




Method 


BLASTX 




NCBI GI 


gl35406 




BLAST score 


743 




E value 


4.0e-79 




Match length 


139 




% identity 


100 




NCBI Description 


TUBULIN ALPHA-3/ALPHA- 


•5 ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



alpha-5 chain - Arabidopsis thaliana >gi_166912 {M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

159373 

LIB317 6-109-P1-K1-H2 

BLASTX 

g3738287 

316 

l.Oe-29 

65 

95 

(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 

159374 

LIB3176-109-P1-K1-H4 

BLASTN 

g2924768 

36 

l.Oe-11 
64 
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% identity 

NCBI Description- 



89 

Arabidopsis thaliana chromosome II BAG F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 159375 

Seq. ID LIB3176-109-P1-K1-H6 

Method BLASTN 

NCBI GI . gl66911 

BLAST score 56 

E value 7.0e-23 

Match length 56 

% identity 100 

NGBI Description A. thaliana alpha-tubulin gene, complete cds 

Seq. No. 159376 

Seq. ID LIB3176-109-P1-K1-H7 

Method BLASTX 

NGBI GI gl363489 

BLAST score 178 

E value 3,0e-13 

Match length 35 

% identity 97 

NCBI Description thioglucosidase (EG 3.2.3.1) 3D precursor - Arabidopsis 



thaliana >gi_984052_emb_GAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



159377 

LIB3176-109-P1-K1-H8 

BLASTX 

gl527172 

233 

5.0e-2Q 

43 

86 

{U67676) alpha-2 tubulin [Hirudo medicinalis] 
>gi_1532193_gb_AAB07891_ (U67678) alpha-2 tubulin [Hirudo 
medicinalis] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159378 

LIB317 6-109-P1-K1-H9 

BLASTX 

g2369714 

708 

5.0e-75 

148 

92 

(Z97178) elongation factor 2 



[Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



159379 

LIB3176-110-P1-K1-A10 

BLASTX 

gl854386 

321 

l.Oe-29 

120 

50 

{AB001375) similar to soluble NSF attachment protein [Vitis 



20976 



vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159380 

LIB3176-110-P1-K1-A12 

BLASTX 

gl781299 

263 

7.0e-23 

76 

67 

(Y09506) 
tabacum] 



transf ormer-SR ribonucleoprotein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No... 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159381 

LIB317 6-110-P1-K1-A3 

BLASTN 

g3047088 

103 

3.0e-51 

123 

100 

Arabidopsis thaliana BAC T26D22 
159382 

LIB317 6-110-P1-K1-A4 

BLASTN 

g3335331 

98 

2.0e-48 

102 

99 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

159383 

LIB3176-110-P1-K1-A5 

BLASTN 

g2341023 

70 

l.Oe-31 

115 

92 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

159384 

LIB3176-110-P1-K1-A6 

BLASTX 

gll72806 

224 

3.0e-18 

60 

75 

60S RIBOSOMAL PROTEIN LIO (WILM'S TUMOR SUPPRESSOR PROTEIN 

HOMOLOG) >gi_478401_pir JQ2244 ribosomal protein LlO.e, 

cytosolic - Arabidopsis thaliana >gi_17682_emb_CAA78856_ 
(Z15157) Wilm's tumor suppressor homologue [Arabidopsis 
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thaliana] 



Seq. No, 


159385 


Seq. ID 


LIB3176-110-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4262180 


BLAST score 


149 


E value 


9 . Oe-10 


Match length 


29 


% identity 


90 


NCBI Description 


(ACUUooUo) zyb^i LAraDioopsis rnaxianaj 


Seq. No. 


159386 


Seq. ID 


LIB3176-110-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g4455168 


BLAST score 


75 


E value 


3 . Oe-34 


Match length 


o o c 

235 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG 




ttiooAii projecuj 


Seq. No. 


159387 


Seq. ID 


LIB3176-110-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g3869074 


BLAST score 


310 


E value 


l.Oe-174 


Match length 


318 



clone FIOMIO 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 

159388 

LIB3176-110-P1-K1-B1 

BLASTN 

g2618602 

316 

l.Oe-178 

406 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

159389 

LIB3176-110-P1-K1-B11 

BLASTX 

g4582441 

160 

8.0e-ll 

73 

56 

(AC007142) unknown protein [Arabidopsis thaliana] 
159390 

LIB317 6-110-P1-K1-B12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2351068 

242 

l.Oe-133 

438 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRHIO, complete sequence [TVrabidopsis thaliana] 



PI clone: 



159391 

LIB317 6-110-P1-K1-B3 

BLASTX 

g4185599 

196 

5,0e-15 

129 

36 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
trif lora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159392 

LIB317 6-110-P1-K1-B4 

BLASTN 

g2576360 

64 

l.Oe-27 

88 

95 

Arabidopsis thaliana lysine and histidine specific 
transporter mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159393 

LIB3176-110-P1-K1-B6 

BLASTN 

g2351068 

114 

3.0e-57 

261 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRHIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



159394 

LIB3176-110-P1-K1-B8 

BLASTN 

g2980757 

107 

l.Oe-53 

123 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

159395 

LIB317 6-110-P1-K1-B9 

BLASTN 

g2062153 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length ■ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54 

4.0e-22 

70 

32 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159396 

LIB317 6-110-P1-K1-C1 

BLASTN 

g2995991 

104 

l.Oe-51 

197 

97 

Arabidopsis thaliana dormancy-associated protein (DRMl) 
gene, complete cds 

159397 

LIB317 6-110-P1-K1-C10 

BLASTN 

g2264312 

146 

l.Oe-76 

146 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0K16, complete sequence [Arabidopsis thaliana] 

159398 

LIB317 6-110-P1-K1-C11 

BLASTN 

g4454447 

47 

3.0e-18 

63 

94 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159399 

LIB317 6-110-P1-K1-C3 

BLASTN 

g3738313 

49 

2.0e-19 

61 

95 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159400 

LIB317 6-110-P1-K1-C6 

BLASTN 

gl490552 

109 

8.0e-55 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



112 
99 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

159401 

LIB3176-110-P1-K1-C8 

BLASTN 

g4191771 

65 

3.0e-28 

69 

99 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159402 

LIB3176-110-P1-K1-D1 

BLASTX 

g399298 

212 

6.0e-17 

65 

69 

STRESS-INDUCED KIN2 PROTEIN (COLD-INDUCED C0R6 . 6 PROTEIN) 

>gi_1084343_pir S22529 cold-regulated protein kin2 - 

Arabidopsis thaliana >gi_16230_emb_CAA388 94_ (X55053) cold 
regulated [Arabidopsis thaliana] 

159403 

LIB3176-110-P1-K1-D10 

BLASTX 

gl350783 

107 

l.Oe-04 

136 

5 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84 660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_28424 92_emb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

159404 

LIB3176-110-P1-K1-D11 

BLASTN 

g2494110 

158 

6.0e-84 

170 

98 

Sequence of BAC TlGll from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

159405 

LIB317 6-110-P1-K1-D12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTN 

g4309683 

109 

l.Oe-54 

157 

92 

Arabidopsis thaliana chromosome 1 BAG T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

159406 

LIB3176-110-P1-K1-D3 

BLASTN 

g4589419 

101 

8.0e-50 

198 

50 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K2I5, complete sequence 

159407 

LIB317 6-110-P1-K1-D4 

BLASTN 

g3702722 

132 

2.0e-68 

136 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
Kr2B20, complete sequence [Arabidopsis thaliana] 

159408 

LIB3176-110-P1-K1-D6 

BLASTX 

gl061040 

235 

3.0e-20 

57 

82 

(X89867) sterol-C-methyltransferase [Arabidopsis thaliana] 

>gi_1587694__prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

159409 

LIB3176-110-P1-K1-D7 

BLASTN 

g968976 

61 

l.Oe-25 

96 

93 

Arabidopsis thaliana light -dependent 

NADPH:protochlorophyllide oxidoreductase B (PorB) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

159410 

LIB3176-110-P1-K1-D8 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3286693 

481 

l.Oe-48 

99 

95 

(Y15433) 



33 kDa polypeptide of oxygen-evolving complex 



(OEC) in photosystem II [Arabidopsis thaliana] 



159411 

LIB3176-110-P1-K1-D9 

BLASTN 

g2073547 

55 

l.Oe-22 

108 

98 

Arabidopsis thaliana polyubiquitin 
cds 



(ubq4) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159412 

LIB3176-110-P1-K1-E10 

BLASTN 

g4519195 

83 

6.0e-39 

274 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

159413 

LIB3176-110-P1-K1-E11 

BLASTN 

gl6562 

58 

4.0e-24 

62 

98 

A. thaliana gene for tRNA-Phe (P-2-S) 
159414 

LIB317 6-110-P1-K1-E2 

BLASTX 

g464707 

230 

5.0e-19 

49 

96 

40S RIBOSOMAL PROTEIN S18 >gi_480908__pir S374 96 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613__emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R304 30 come from this gene. [Arabidopsis thaliana] * 
>gi_4 538910_emb_CAB39647.1_ (AL049482) S18 .A^ ribosomal 
protein [Arabidopsis thaliana] 

159415 

LIB3176-110-P1-K1-E3 

BLASTN 

gl6562 

63 

2.0e-27 

63 

100 

A. thaliana gene for tRNA-Phe (P-2-S) 
159416 

LIB3176-110-P1-K1-E4 

BLASTN 

g4538895 

80 

2.0e-37 

147 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17A8 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159417 

LIB317 6-110-P1-K1-E6 

BLASTX 

g4371298 

170 

3.0e-12 

53 

64 

(AC006260) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159418 

LIB3176-110-P1-K1-E8 

BLASTN 

gl66787 

114 

2.0e-57 

159 

92 

A. thaliana chloroplast ATP synthase gamma subunit 
gene, complete cds 

159419 

LIB3176-110-P1-K1-E9 

BLASTN 

g4376087 

105 

3.0e-52 



(atpC2) 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
97 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

159420 

LIB317 6-110-P1-K1-F10 

BLASTN 

g3702732 

87 

2.0e-41 

264 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGFIO, complete sequence [Arabidopsis thaliana] 

159421 

LIB317 6-110-P1-K1-F11 

BLASTX 

gl363489 

195 

l.Oe-15 

41 

90 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

159422 

LIB317 6-110-P1-K1-F12 

BLASTX 

g2119927 

498 

l.Oe-50 

106 

92 

translation elongation factor G, chloroplast - soybean 
159423 

LIB317 6-110-P1-K1-F2 

BLASTN 

gl617273 

170 

8.0e-91 

258 

91 

B.napus mRNA for AMP-binding protein (2287 bp) 
159424 

LIB317 6-110-P1-K1-F5 

BLASTN 

g2062153 

45 

9.0e-17 

45 

54 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
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sequence, complete sequence (Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159425 

LIB317 6-110-P1-K1-F7 

BLASTX 

g3170531 

162 

2.0e-13 

75 

55 

{AF055635) protein tyrosine phosphatase 1; PTPl; 
tyrosine-specif ic protein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159426 

LIB3176-110-P1-K1-F8 

BLASTN 

g3413422 

42 

2.0e-14 

74 

89 

Arabidopsis thaliana gene encoding protein tyrosine 
phosphatase, ORFl and 0RF2 genes 

159427 

LIB3176-110-P1-K1-G1 

BLASTX 

gl33938 

591 

2.0e-61 

134 

86 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70866_pir R3SP3 

ribosomal protein S3 - spinach chloroplast 
>gi_12310_emb_CAA31715_ {X13336) ribosomal protein S3 
[Spinacia oleracea] 

159428 

LIB3176-110-P1-K1-G10 

BLASTX 

gl32863 

244 

3.0e-21 

49 

96 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568_ {X65615) ribosomal protein L2 
[Sinapis alba] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159429 

LIB317 6-110-P1-K1-G11 

BLASTN 

gl6470 

101 

l.Oe-49 
137 
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% identity 

NCBI Description 



93 

Arabidopsis thaliana mRNA for rubisco activase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159430 

LIB3176-110-P1-K1-G12 

BLASTN 

gl6255 

64 

4 .Oe-28 

84 

47 

A. thaliana A2 and A3 genes encoding elongation factor 
1-alpha 

159431 

LIB3176-110-P1-K1-G2 

BLASTN 

g4314374 

81 

7.0e-38 

137 

94 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159432 

LIB3176-110-P1-K1-G5 

BLASTN 

g2760167 

65 

1. Oe-28 

77 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

159433 

LIB317 6-110-P1-K1-G6 

BLASTX 

g3193319 

214 

9.0e-18 

46 

93 

(AF069299) contains similarity to mouse brain protein E46 
(GB:X61506) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159434 

LIB317 6-110-P1-K1-G8 

BLASTX 

g2894574 

311 

8.0e-29 

69 

87 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 

>gi 2961341 emb_CAA18099 . 1_ (AL022140) peroxidase prxrl 
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[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159435 

LIB3176-110-P1-K1-H1 

BLASTN 

g2815519 

208 

l.Oe-113 

224 

99 

Arabidopsis thaliana BAG T5J8 from chromosome IV, 
complete sequence [Arabidopsis thaliana] 



top arm, 



159436 

LIB3176-110-P1-K1-H10 

BLASTX 

g2062161 

173 

6.0e"13 

32 

100 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
.thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



159437 

LIB3176-110-P1-K1-H11 

BLASTX 

gll70089 

469 

3,0e-48 

105 

96 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

159438 

LIB3176-110-P1-K1-H12 

BLASTX 

g2495179 

571 

5.0e-59 
116 

100 - . 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) ( PRE-UROPORPHYRINOGEN 

SYNTHASE) >gi_1084 34 0_pir S507 62 hydroxymethylbilane 

synthase (EC 4.3.1.8) precursor - Arabidopsis thaliana 
>gi_313150_emb_CAA51941_ (X73535) hydroxymethylbilane 
synthase [Arabidopsis thaliana] >gi_313838_emb_CAA52061_ 
(X73839) hydroxymethylbilane synthase [Arabidopsis 
thaliana] 



Seq. No. 



159439 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-110-P1-K1-H2 

BLASTX 

g3451071 

184 

3.0e-14 
70 • 
61 

(AL031326) 
thaliana] 



beta adaptin - like protein [Arabidopsis 



159440 

LIB317 6-110-P1-K1-H3 

BLASTN 

g2564050 

322 

O.Oe+00 

322 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA22, complete sequence [Arabidopsis thaliana] 



PI clone: 



159441 

LIB3176-110-P1-K1-H4 

BLASTN 

gl6375 

135 

3.0e-70 

159 

97 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 

159442 

LIB3176-110-P1-K1-H5 

BLASTX 

gll70089 

99 

5.0e-24 

75 

87 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ {D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004 669) glutathione 
S-transf erase [Arabidopsis thaliana] 

159443 

LIB3176-111-P1-K1-A1 

BLASTN 

g2702261 

77 

3.0e-35 

77 

100 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



20989 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159444 

LIB3176-111-P1-K1-A10 

BLASTN 

g3510.343 

217 

l.Oe-119 

225 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MJC20, complete sequence [Arabidopsis thaliana] 



clone : 



159445 

LIB317 6-111-P1-K1-A11 

BLASTN 

g4678219 

49 

6.0e-19 

93 

96 

Arabidopsis thaliana chromosome II BAG F9C22 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159446 

LIB3176-111-P1-K1-A12 

BLASTX 

g2462929 

482 

9.0e-49 

99 

95 

(Y12295) glutathione transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159447 

LIB317 6-111-P1-K1-A3 

BLASTN 

g2815519 

105 

3.0e-52 

112 

98 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

159448 

LIB3176-111-P1-K1-A4 

BLASTN 

g2335089 

87 

3.0e-41 

95 

82 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159449 

LIB317 6-111-P1-K1-A6 



20990 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4115370 

181 

2.0e-97 

193 

99 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159450 

LIB317 6-111-P1-K1-A7 

BLASTN 

gl6131 

68 

6.0e-30 

80 

96 

Arabidopsis thaliana genes for 5. 
18 S rRNA fragment 



8S rRNA and 25S rRNA with 



Seq. No. 


159451 


Seq. ID 


LIB3176-111-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


gl769904 


BLAST score 


161 


E value 


1. Oe-85 


Match length 


165 


% identity 


99 


NCBI Description 


A. thaliana psbP gene 


Seq. No. 


159452 


Seq. ID 


LIB3176-111-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


g2191126 


BLAST score 


33 


E value 


5.0e-10 


Match length 


33 


% identity 


100 


NCBI Description 


Arabidopsis thaliana : 


Seq. No. 


159453 


Seq. ID 


LIB317 6-111-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4454037 


BLAST score 


451 


E value 


2.0e-45 


Match length 


83 


% identity 


99 


NCBI Description 


(AL035394) putative m 




thaliana] 


Seq. No. 


159454 


Seq. ID 


LIB3176-111-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2499811 


BLAST score 


270 


E value 


4.0e-24 



putative major latex protein [Arabidopsis 



20991 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 
100 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] 

159455 

LIB3176-111-P1-K1-B2 

BLASTX 

g3413707 

295 

4.0e-27 

63 

40 

(AC604747) hypothetical protein [Arabidopsis thaliana] 
159456 

LIB3176-111-P1-K1-B3 

BLASTN 

g4512656 

305 

l.Oe-171 
392 

91 . " 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

159457 

LIB3176-111-P1-K1-B5 

BLASTN 

g2656029 

126 

7.0e-65 

165 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQB2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159458 

LIB3176-111-P1-K1-B7 

BLASTX 

g3023848 

386 

l.Oe-37 

82 

36 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN {WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159459 

LIB317 6-111-P1-K1-B8 

BLASTX 

g4490746 

436 

l.Oe-43 



20992 



Match length 

% identity 

NCBI Description 



86 
97 

(AL035708) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



159460 

LIB317 6-111-P1-K1-B9 

BLASTN 

g2827513 

107 

3.0e-53 

139 

94 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F8F16 



159461 

LIB317 6-111-P1-K1-C10 

BLASTN 

g2459406 

122 

2.0e-62 

188 

99 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



159462 

LIB317 6-111-P1-K1-C11 

BLASTN 

g4584531 

35 

6.0e-ll 

63 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9E8 



159463 

LIB317 6-111-P1-K1-C2 

BLASTN 

g2191126 

250 

l.Oe-138 

254 

100 

Arabidopsis thaliana BAC IG002N01 



159464 

LIB3176-111-P1-K1-C3 

BLASTN 

g2828186 

202 

l.Oe-110 

214 

99 

Arabidopsis thaliana genomic 



DNA, chromosome 5, TAG clone 



20993 



K18I23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159465 

LIB3176-111-P1-K1-C4 

BLASTN 

g2924651 

124 

2.0e-63 

240 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K2A18, complete sequence [Arabidopsis thaliana] 

159466 

LIB3176-111-P1-K1-C6 

BLASTX 

gl363489 

413 

l.Oe-40 

78 

96 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159467 

LIB3176-111-P1-K1-C7 

BLASTN 

g3241922 

203 

l.Oe-110 

203 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159468 

LIB3176-111-P1-K1-C8 

BLASTX ' ■ , 

g4325343 

380 

6.0e-37 

79 

96 

(AF128393) contains similarity to homeobox domains (Pfam: 
PF00046, Score, 36.5, E=6.9e-08, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159469 

LIB3176-111-P1-K1-C9 

BLASTN 

g2584827 

135 

5.0e-70 

143 

99 

Arabidopsis thaliana chromosome 1 BAG F12F1 
complete sequence [Arabidopsis thaliana] 



sequence, 



20994 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159470 

LIB317 6-111-P1-K1-D10 

BLASTN 

g4159706 

86 

4 .Oe-41 

114 

95 

Arabidopsis thaliana genomic DUA, 
MGL6, complete sequence 



chromosome 3, PI clone: 



159471 

LIB317 6-111-P1-K1-D11 

BLASTN 

g4757403 

62 

2.0e-26 

62 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MJL12, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159472 " 

LIB317 6-111-P1-K1-D12 

BLASTN 

g429107 

45 

l.Oe-16 

77 

90 

L.esculentum S-adenosyl-L-methionine synthetase mRNA, 
complete CDS 

159473 

LIB317 6-111-P1-K1-D4 

BLASTX 

gl353121 

174 

9.0e-13 

96 

40 

PUTATIVE ATP-DEPENDENT RNA HELICASE ZK512.2 IN CHROMOSOME 
III >gi_3881691_emb_CAA80151_ (Z22177) similar to RNA 
binding proteins (helicase etc.); cDNA EST EMBL:D74667 
comes from this gene; cDNA EST EMBL:D71919 comes from this 
gene; cDNA EST yk496b4.3 comes from this gene; cDNA EST 
yk231f3.3 comes from this gene; c 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



159474 

LIB317 6-111-P1-K1-D5 

BLASTX 

g3249099 

364 

4.0e-35 

71 

99 



20995 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{AC003114) EST gb_T21244 comes from this gene. [Arabidopsis 
thaliana] >gi_4220616_dbj_BAA74591_ (AB021936) 
nicotianamine synthase [Arabidopsis thaliana] 

159475 

LIB3176-111-P1-K1-D6 

BLASTN 

g2244870 

288 

l.Oe-161 

288 

93 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159476 

LIB3176-111-P1-K1-D7 

BLASTX 

g3269284 

497 

3.0e-50 

131 

78 

(AL030978) histone H2A" like protein [Arabidopsis thaliana] 
159477 

LIB3176-111-P1-K1-D8 

BLASTX 

g2117612 

307 

l.Oe-28 

58 

100 

catalase {EC 1.11.1,6) 3 - Arabidopsis thaliana 
159478 

LIB3176-111-P1-K1-D9 

BLASTN 

g402903 

102 

l.Oe-50 

114 

98 

Arabidopsis thaliana Columbia laminin receptor-like protein 
mRNA, complete cds 

159479 

LIB3176-111-P1-K1-E1 

BLASTX 

g2454182 

281 

2.0e-25 

58 

95 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



20996 



O A XI ,A 

oeq. NO. 


159480 




LlhJJl / D— lli-rl-J\J.— LiU 






IN ^ IJ ^ V7 X 


g^ o ^ / o 0 / 


BLAST score 


317 


E value 


l.Oe-178 


Matcn length 


O O T 

337 


% identity 




NCBi Description 


Arabidopsis thaliana ATP-dependent Clp protease proteolytic 




subunit (clpP) mRNA, nuclear gene encoding chloroplast 




protein, complete cds 


Secj. No. 


1^9481 


beq* lU 


LIBJl / fo-11 1-P1-K1-E12 


we cnoa 


Dl«/\b i A 


NCBI GI 


gll3024 


BLAST score 


584 


E value 


1 . Oe-oO 


Matcn lengtn 


TOT 

137 


% identity 


88 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 




>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 


Seq. No. 


1594 82 


beq. ID 


LIB31 /6-111-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g472876 


BLAST score 


119 


E value 


2 . Oe-60 


Match length 


139 


% identity 


96 


NCBI Description 


A. thaliana mRNA for plasma membrane intrinsic protein 2a 


Seq. No. 


159483 


beq. ID 


LIB317 6-111-P1-K1-E5 


we L.noa 


DltAb i A 


MpDT rij 

IM \^ D ± O ± 


gii / uuoy 




/ -3D 


E value 


o . ue / O 


ixiat-cn ienyL.n 


1 4 D 


% identity 


100 


NCBI Description 


GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 




>gi_481822_pir S39542 probable glutathione transferase (EC 




2.5.1.18) (clone ERD13) - Arabidopsis thaliana 




>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 




[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 




S-transferase [Arabidopsis thaliana] 


beq. No. 


1 a c\ A o A 

159484 


beq. xu 


ULnoL / D-1 ll-ri-Kl-Eo 


Method 


BLASTN 


NCBI GI 


g3873174 


BLAST score 


111 


E value 


5.0e-56 


Match length 


119 


% identity 


98 



NCBI Description Genomic sequence for Arabidopsis thaliana BAC F14N23, 



20997 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score' 
'E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.% identity 
NCBI Description 



complete sequence [Arabidopsis thaliana] 
159485 

LIB3176-111-P1-K1-E7 

BLASTX 

gll70089 

241 

4.0e-23 

77 

80 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004 669) glutathione 
S-transf erase [Arabidopsis thaliana] 

159486 

LIB3176-111-P1-K1-E8 

BLASTN 

g3128166 

84 

9.0e-40 

96 

97 

Arabidopsis thaliana chromosome II BAG F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


159487 


Seq. ID 


LIB3176-111 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


331 


E value 


2.0e-31 


Match length 


71 


% identity 


94 


NCBI Description 


ubiquitin / 


Seq. No. 


159488 


Seq. ID 


LIB3176-111 


Method 


BLASTX 


NCBI GI 


gl66765 


BLAST score 


432 


E value 


6.0e-43 


Match length 


84 


% identity 


98 


NCBI Description 


(M23106) he- 


Seq. No. 


159489 


Seq. ID 


LIB3176-111- 


Method 


BLASTX 


NCBI GI 


g2655420 


BLAST score 


207 


E value 


2.0e-16 


Match length 


67 


% identity 


66 


NCBI Description 


(AF035414) 1 



20998 



napus] 

Seq. No. 159490 

Seq. ID LIB3176-111-P1-K1-F12 

Method BLASTX 

NCBI GI g4585966 

BLAST score 322 

E value' 9.0e-30 

Match length 153 

% identity 51 

NCBI Description (AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 

Seq. No. 159491 

Seq. ID LIB3176-111-P1-K1-F4 

Method BLASTX 

NCBI GI g2341034 

BLAST score 530 

E value 3.0e-54 

Match length 109 

% identity 98 

NCBI Description (AC000104) F19P19.13 [Arabidopsis thaliana] 

Seq. No. 159492 

Seq, ID LIB3176-111-P1-K1-F5 

Method BLASTX 

NCBI GI g2833388 

BLAST score 147 

E value 9.0e-10 

Match length 59 

% identity 54 

NCBI Description GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S4 334 1 ADPglucose—starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_einb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

Seq. No. 159493 

Seq. ID LIB3176-111-P1-K1-F6 

Method BLASTN 

NCBI GI gl655479 

BLAST score 150 

E value 4 . Oe-79 

Match length 178 

% identity 96 

NCBI Description Arabidopsis thaliana mRNA for gamma subunit of 
mitochondrial Fl-ATPase, complete cds 

Seq. No. 159494 

Seq. ID LIB3176-111-P1-K1-F7 

Method BLASTN 

NCBI GI g4586241 

BLAST score 210 

E value l.Oe-115 

Match length 261 

% identity 98 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 



20999 



f 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSA project) 
159495 

LIB317 6-111-P1-K1-F9 

BLASTN 

g2760170 

259 

l.Oe-144 

317 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MI024, complete sequence [Arabidopsis thaliana] 



PI clone: 



159496 

LIB3176-111-P1-K1-G1 

BLASTX 

g4006883 

402 

3.0e-39 

86 

88 

(Z99707) cysteine proteinase [Arabidopsis thaliana] 
159497 

.LIB3176-111-P1-K1-G10 

BLASTN 

gl66705 

174 

2.0e-93 

194 

98 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase C subunit (GapC) gene, complete cds 

159498 

LIB317 6-111-P1-K1-G11 

BLASTX 

g3334142 

254 

2.0e-22 

70 

76 

CENTROMERE /MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737892 (U59150) nucleolar protein AfCbfSp [Sartorya 
f umigata] 

159499 

LIB317 6-111-P1-K1-G12 

BLASTN 

g2924651 

228 

l.Oe-125 

257 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 



21000 



Seq. No. 




Seq. ID 


T Tn'31 1 C 111 


Method 


BLASTN 


NCBI GI 


g4376087 


BLAST score 


14o 


E value 


8 . Oe-7 6 


Match length 


o rv o 

208 


% identity 


93 


NCBI Description 


Arabidopsis 




fragment No 






Seq. ID 


LIB3176-111 


Method 


BLASTX 


NCBI GI 


g2440029 


BLAST score 


209 


E value 


3.0e-17 


Match length 


41 


% identity 


98 



ESSA I AP2 contig 



-K1-G4 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Y14851) DALl protein [Arabidopsis thaliana] 
>gi_24 40031_emb_CAA75115_ (Y14850) DALl protein 
[Arabidopsis thaliana] 



159502 

LIB3176-111-P1-K1-G5 

BLASTN 

g4756963 

100 

3.0e-49 

129 

93 

Arabidopsis thaliana DNA chromosome 4/ 
(ESSA project) 



BAC clone F10M23 



159503 

LIB3176-111-P1-K1-G9 . 

BLASTX 

g3334409 

238 

2.0e-20 

59 

85 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 

>gi_21297 65_pir S71261 V-type proton-ATPase - Arabidopsi 

thaliana >gi_1143394_emb_CAA63086_ (X92117) V-type 
proton-ATPase [Arabidopsis thaliana] 



159504 

LIB3176-111-P1-K1-H12 

BLASTN 

g3763944 

297 

l.Oe-166 

321 

98 

Arabidopsis thaliana DNA chromosome 



4, BAC clone F28A23 



21001 



(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159505 

LIB3176-111-P1-K1-H3 

BLASTX 

g3242720 

53 

2.0e-22 

124 

45 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159506 

LIB3176-111-P1-K1-H4 

BLASTN 

g498913 

89 

5.0e-43 

97 

99 

Arabidopsis thaliana Columbia glutamate-l-semialdehyde 
aminotransferase {gsa2) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159507 

LIB317 6-111-P1-K1-H5 

BLASTN 

g4582444 

140 

6.0e-73 

263 

98 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159508 

LIB317 6-111-P1-K1-H7 

BLASTN . 

g4235150 

170 

l.Oe-90 

190 

97 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159509 

LIB3176-111-P1-K1-H8 ' 

BLASTX 

gl710394 

265 

l.Oe-23 

50 

96 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) {R2 SUBUNIT) 

>gi_840719_emb_CAA54549_ {X77336) ribonucleotide reductase 



21002 



R2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159510 

LIB3176-112-P1-K1-A1 

BLASTN . 

g4199934 

152 

3.0e-80 

181 

97 

Genomic sequence for Arabidopsis thaliana BAG T3P18, 
complete sequence [Arabidopsis thaliana] 





Seq. No. 


159511 




Seq. ID 


LIB317 6-112-P1-K1-A12 




Method 


BLASTX 




NCBI GI 


g3979665 




BLAST score 


138 




E value 


8.0e-09 




Match length 


43 




% identity 


63 


Q 


NCBI Description 


(X66482) orf [Arabidopsis t] 


\D 


Seq. No. 


159512 


ff\ 


Seq. ID 


LIB317 6-112-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


gl709970 




BLAST score 


240 




E value 


8 . Oe-21 




Match length 


61 


0^ 


% identity 


80 




NCBI Description 


60S RIBOSOMAL PROTEIN LlOA 


is 


Seq. No. 


159513 


Q 


Seq. ID 


LIB317 6-112-P1-K1-A3 




Method 


BLASTN 


i ! 


NCBI GI 


g4757411 




BLAST score 


144 




E value 


2.0e-75 




Match length 


168 




% identity 


88 




NCBI Description 


Arabidopsis thaliana genomic 






MXC7, complete sequence 




Seq. No. 


159514 




Seq. ID 


LIB317 6-112-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g3738285 




BLAST score 


512 




E value 


3,0e-52 




Match length 


101 




% identity 


99 




NCBI Description 


(AC005309) unknown protein 




Seq. No. 


159515 




Seq. ID 


LIB317 6-112-P1-K1-A5 




Method 


BLASTN 



21003 



m 



m 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2924733 
47 

4 .Oe-18 

67 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

159516 

LIB3176-112-P1-K1-A6 

BLASTN 

g3676295 

33 

7.0e-10 

61 

90 

Nicotiana sylvestris ATPase beta subunit (nsatp2.2.1) mRNA, 
• nuclear gene encoding mitochondrial protein, complete cds 

159517 

LIB3176-112-P1-K1-A8 

BLASTN 

g3766106 

32 

4.0e-09 

40 

95 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

159518 

LIB3176-112-P1-K1-A9 

BLASTN 

g4544435 

88 

3.0e-42 

124 

94 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

159519 

LIB3176-112-P1-K1-B1 

BLASTN 

g4468103 

189 

l.Oe-102 

197 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

159520 

LIB3176-112-P1-K1-B10 

BLASTX 

g3249100 

421 



21004 



E value 
Match length 
% identity 
NCBI Description 



7.0e-42 

80 

97 

(AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb_H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 



Seg. No. 


159521 


beg. lu 


LIB317 6-112-P1-K1-B5 


Metnod 


BLASTN 


NCBI GI 


g2245073 


oj_i/io i score 


39 


E value 


Z . Oe-13 


Match length 


43 


% identity 


98 


ncdI uescription 


Arabidopsis thaliana DNA chromosome 4, ESSA 




fragment No 


Seq. No. 


159522 


Seq. ID 


LIB317 6-112-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2443878 


BLAST score 


166 


E value 


4.0e-12 


Match length 


35 


% Identity 


91 


NCBI Description 


(AC002294) Unknown protein [Arabidopsis thai. 


Seq. No. 


159523 


Seq. ID 


LIB3176-112-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2623881 


BLAST score 


212 


E value 


3.0e-17 


Match length 


62 


% identity 


66 


NCBI Description 


(AF031318) catalase [Raphanus sativus] 


oeq. NO. 




Seq. ID 


LIB3176-112-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2924519 


nLtftbi score 


514 


E value 


3. Oe-75 


Match length 


137 


% identity 


92 


NCBI Description 


(AL022023) catalase [Arabidopsis thaliana] 


Seq. No. 


159525 


Seq. ID 


LIB3176-112-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


gl6172 


BLAST score 


94 


E value 


6.0e-46 


Match length 


94 


% identity 


100 


NCBI Description 


A. thaliana mRNA for ascorbate peroxidase 



21005 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159526 

LIB3176-112-P1-K1-C12 

BLASTN 

g3492855 

69 

7,0e-31 

128 

95 

Genomic sequence for Arabidopsis thaliana BAG F20N2, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159527 

LIB3176-112-P1-K1-C2 

BLASTN 

g3510339 

96 

5.0e-47 

124 

94 

Arabidopsis thaliana genomic DNA, chromosome 5/ 
K3K7, complete sequence [Arabidopsis thaliana] 



TAG clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159528 

LIB317 6-112-P1-K1-C3 

BLASTN 

g4371278 

52 

4.0e-20 

80 

91 

Arabidopsis thaliana chromosome II BAG T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159529 

LIB317 6-112-P1-K1-C4 

BLASTN 

g4581138 

91 

4.0e-44 

98 

98 

Arabidopsis thaliana chromosome II BAG FlOll genomic 
sequence, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159530 

LIB3176-112-P1-K1-C6 

BLASTX 

g3550519 

328 

8.0e-31 

93 

65 

(AJ007630) oxygenase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



159531 

LIB3176-112-P1-K1-G7 



21006 



Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g3024126 

283 

l.Oe-25 

54 

98 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_einb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

159532 

LIB317 6-112-P1-K1-C8 

BLASTN 

g4512656 

131 

l.Oe-67 

202 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

159533 

LIB317 6-112-P1-K1-C9 

BLASTN 

g3164125 

58 

2.0e-24 

78 

95 

Arabidopsis thaliana mRNA for cytochrome P450 
monooxygenase, complete cds, clone P4 50-2 

159534 

LIB3176-112-P1-K1-D1 

BLASTN 

g3367500 

103 

l.Oe-50 

428 

100 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

159535 

LIB317 6-112-P1-K1-D10 

BLASTN 

g4159705 

63 

2.0e-27 

67 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence 

159536 

LIB317 6-112-P1-K1-D12 



21007 



Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449320 

35 

4 .Oe-10 

66 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17, complete sequence [Arabidopsis thaliana] 



oeq > iNo • 


± ^ «j ^ 1 


Cc^rt T n 
OcQJ* ±U 


LTB317 6-112-P1-K1-D2 


we unou 


Di-LTVO X IN 


NCBI GI 


gl546691 


BLAST score 


67 


Li vaxue 




Matcn lengiin 


Q Q 


% identity 


Q9 


nudI uescripuion 


Z\ l-HalTan^t mRMA -frir n<^rr>v i d^i ATPl9a 


beg. NO. 




beg. lu 


T TR'^17fi-1 1 9-P^ -Ki-n3 


Meiznoa 


RT A^TM 


O ^ \J 


g2924257 


BLAST score 


56 


E value 


3,0e-23 


Match length 


84 


% identity 


46 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


159539 


Seq. ID 


LIB317 6-112-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gll70505 


BLAST score 


202 


E value 


3.0e-16 


Match length 


38 


% identity 


100 . 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-2 (EI 



.>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556_emb_CAA46189_ 
(X65053) eukaryotic translation initiation factor 4A-2 
[Arabidopsis thaliana] >gi_4585969_gb_AAD25605 . 1_AC005287_7 
{AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159540 

LIB317 6-112-P1-K1-D5 

BLASTN 

g3882354 

101 

2.0e-49 

121 

96 

Arabidopsis thaliana 12-oxophytodienoate reductase OPRl and 
12-oxophytodienoate reductase 0PR2 genes, complete cds 



Seq. No. 



159541 



21008 



Seq. ID 


LIBJl /D-11Z-P1-K1-D6 


Method 


DT TV O rn\7 

BLASTX 


NCBI GI 


g4455307 


BLAST score 


252 


E value 


J . Ue-zz 


Match length 


53 - • . - 


% identity 


96 


NCBI Description 


(ALUjoo^o) rue tnionyi-uKNA synunetase-iiKe protein 




[Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LIB317 6-112-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3348077 


BLAST score 


ceo 
55 J 


E value 


7.0e-57 


Match length 


129 


% identity 


85 


NCBI Description 


(AF078080) isochorismate synthase [Arabidopsis thaliana] 


Seq. No. 


15954 o 


Seq. ID 


TTooiT^ 110 m z/"i Tin 
LiBol /o-llZ-rl-Ki-rjiU 


Method 


BLASTN 


NCBI GI 


g681901 


BLAST score 


99 


E value 


8 . Oe-4 9 


Match length 


139 


% identity 


93 


NCBI Description 


Arabidopsis thaliana gene for chloroplast RNA-binding 




protein cp29, complete cds (exonl, exon2, exon3, exon4 ) 


Seq. No. 


15954 4 


Seq. ID 


TXOOTT^r TTO ni 1(^1 1711 

LlaoL / D-il^I-r 1-Ki-hi 1 


Method 


1** T TV o m \T 

BLASTX 


NCBI GI 


gl076366 


BLAST score 


248 


E value 


y , ue-zz 


Match length 


59 


% identity 


83 


NCBI Description 


peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 




tna liana >gi 4 bUy bo ( UU I z I b) peptiayl -prolyl cis -trans 




isomerase [Arabidopsis thaliana] >gi yy2b43 (Uozlbb) 




cyclophilin [Arabidopsis thaliana] 




>gi lOy 15o0 prr ZOZlZobA peptiayl -Pro cis -trans isomer a 




[Arabidopsis thaliana] 


Seq. No. 


T C Q C Jl C 


beq. lu 


LiIDjX / 011^ Jt X J\1 IjI^ 


Method 


BLASTX 


NCBI GI 


g4220446 


BLAST score 


281 


E value 


2.0e-25 


Match length 


89 


% identity 


63 



NCBI Description (AC006216) Strong similarity to gi_2062155 T02O04.2 

mitochondrial processing peptidase alpha subunit precusor 
isolog from Arabidopsis thaliana BAC gb_AC001645. ESTs 



21009 



gb_Z18504 and gb_AA395715 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159546 

LIB317 6-112-P1-K1-E2 

BLASTX 

g3738287 

168 

2.0e-12 

36 

94 

(AC005309) 
thaliana] 



glutathione s-transf erase, GST6 [Arabidopsis 



159547 

LIB317 6-112-P1-K1-E4 

BLASTN 

g619752 

92 

l.Oe-44 

153 

90 

Arabidopsis thaliana tryptophan synthase alpha chain (TSAl) 
gene, complete cds 

159548 

LIB317 6-112-P1-K1-E5 

BLASTX 

g3319349 

351 

l.Oe-33 

78 

92 

(AF077407) No definition line found [Arabidopsis thaliana] 
159549 

LIB317 6-112-P1-K1-E6 

BLASTX 

gl21080 

256 

2.0e-22 

75 

68 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi__1070638_pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_emb_CAA45978_ {X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_erab_CAA37704_ (X53656) H-protein [Pisum 
sativum] 

159550 

LIB317 6-112-P1-K1-E7 

BLASTX 

g3913791 

203 

8.0e-16 



21010 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 
79 

GLUTAMATE—CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA- ECS) (GCS) 
>gi_2407615 {AF017983) gamma-glutamylcysteine synthetase 
[Lycopersicon esculentum] 

159551 

LIB3176-112-P1-K1-E8 

BLASTN 

gl303694 

64 

l.Oe-27 

76 

96 

Arabidopsis thaliana mRNA for luminal binding protein 
(BiP) , complete cds 

159552 

LIB3176-112-P1-K1-F1 

BLASTN 

gl009711 

71 

l.Oe-31 

115 

93 

Arabidopsis thaliana calreticulin (AtCRTL) mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159553 

LIB3176-112-P1-K1-F10 

BLASTX 

g2959767 

638 

6.0e-67 

127 

97 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 

159554 

LIB3176-112-P1-K1-F11 

BLASTX 

g3249100 

761 

3.0e-81 

141 

100 

{AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb_H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 

159555 

LIB317 6-112-P1-K1-F12 

BLASTN 

g3080352 



21011 



BLAST score 


73 


E value 


6.0e-33 


Match length 


263 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone ToKio 




(ESSAII project) 


Seq. No. 


159556 


Seq. ID 


LIB317 6-112-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g3282170 


BLAST score 


194 


E value 


1. Oe-105 


Match length 


226 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F8K4 sequence, 


complete sequence [Arabidopsis thaliana] 


Seq. No. 


159557 


Seq. ID 


LIB317 6-112-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g397481 


BLAST score 


73 


'E value 


3.0e-33 


Match length 


93 


% identity 


95 


NCBI Description 


A. thaliana hsc70 mRNA for heat shock cognate protein 


Seq. No. 


159558 


Seq. ID 


LIB317 6-112-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3063690 


BLAST score 


103 


E value 


3.0e-51 


Match length 


130 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 




(ESSAII project) 


Seq. No. 


159559 


Seq. ID 


LIB317 6-112-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g2098816 


BLAST score 


67 


E value 


3.0e-29 


Match length 


74 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC F19G10, complete sequence 


Seq. No. 


159560 


Seq. ID 


T TOOT "7 iC 1 1 O r>1 TTT 

LIBJ17b-llZ-Pl-Kl-F/ 


Method 


BLASTN 


NCBI GI 


g3719208 


BLAST score 


140 


E value 


3.0e-73 


Match length 


163 


% identity 


98 



21012 



NCBI Description 



Arabidopsis thaliana UFO binding protein UIPl mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159561 

LIB3176-112-P1-K1-F8 

BLASTX 

g2791896 

251 

4.0e-22 

58 

86 

{Y08997) 146kDa nuclear protein [Xenopus laevis] 
159562 

LIB317 6-112-P1-K1-G1 

BLASTX 

g541954 

340 

3.0e-32 

93 

77 

ubiquitin extension protein - white lupine 
>gi_438111_emb_CAA80334_ {Z22613) ubiquitin extension 
protein [Lupinus albus] 

159563 

LIB317 6-112-P1-K1-G2 

BLASTN 

g4539290 

157 

3.0e-83 

177 

97 

Arabidopsis thaliana DNA chromosome A, BAC clone F14M19 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159564 

LIB3176-112-P1-K1-G3 

BLASTN 

g2245377 

50 

5.0e-20 

62 

95 

Arabidopsis thaliana auxin response factor 1 
complete cds 



(ARFl) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159565 

LIB3176-112-P1-K1-G6 

BLASTX 

g3738091 

299 

5.0e-27 

84 

76 

(AC005617) similar to symbiotic ammonium transporter, SATl 
[Arabidopsis thaliana] 



21013 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159566 

LIB317 6-112-P1-K1-G7 

BLASTX 

g3395436 

291 

8.0e-27" 

64 

92 

{AC004 683) unknown protein [Arabidopsis thaliana] 
159567 

LIB3176-112-P1-K1-G9 

BLASTN 

g4589445 

198 

l.Oe-107 

241 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

159568 

LIB3176-112-P1-K1-H1 

BLASTX 

g3402487 

469 

3.0e"47 

100 

91 

(AB015138) Vacuolar proton pyrophosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159569 

LIB317 6-112-P1-K1-H12 

BLASTX 

g4759160 

169 

8.0e-12 

64 

50 

small nuclear ribonucleoprotein D3 polypeptide 
>gi_11734 56_sp_P43331_SMD3_HUMAN SMALL NUCLEAR 
RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN D3) 
>gi_600750 (U15009) Sm D3 [Homo sapiens] 



18kD) 
(SM-D3) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159570 

LIB317 6-112-P1-K1-H2 

BLASTN 

g3367500 

208 

l.Oe-113 

208 

100 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



21014 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159571 

LIB3176-112-P1-K1-H5 

BLASTX 

g3063472 

438 

l.Oe-43 

86 

95 

(AC003981) F22013.34 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159572 

LIB3176-112-P1-K1-H6 

BLASTX 

g231683 

506 

l.Oe-51 

94 

97 

CALNEXIN HOMOLOG PRECURSOR >gi_4 21825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_einb_CAA7 914 4_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159573 

LIB3176-113-P2-K1-A11 

BLASTN 

g4263694 

132 

l.Oe-68 

132 

100 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159574 

LIB317 6-113-P2-K1-A12 

BLASTX 

gl621268 

240 

2.0e-20 

77 

60 

{Z81012) unknown [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159575 

LIB3176-113-P2-K1-A2 

BLASTX 

g2062161 

375 

2.0e-36 

78 

46 

(AC001645) jasmonat'e inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



159576 

LIB317 6-113-P2-K1-A5 



21015 



BLASTX 
gll70505 
243 

l.Oe-20 
51 
96 

EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 

>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556_emb_CAA4 6189 
(X65053) eukaryotic translation initiation factor 4A-2 
[Arabidopsis thaliana] >gi_4585969_gb__AAD25605 . 1_AC005287_7 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 

Seq. No. 159577 

Seq. ID LIB3176-113-P2-K1-A6 

Method BLASTN 

NCBI GI g3075383 

BLAST score 52 

E value 4 .Oe-21 

Match length 60 

% identity " 97 

NCBI Description.,..^Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 159578 

Seq. ID LIB3176-113-P2-K1-A7 

Method BLASTN 

NCBI GI g2828182 

BLAST score 355 

E value O.Oe+00 

Match length 399 

% identity 97 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0J9, complete sequence [Arabidopsis thaliana] 

Seq. No. 159579 

Seq. ID LIB3176-113-P2-K1-A9 

Method BLASTX 

NCBI GI g2760839 

BLAST score 226 

E value l.Oe-18 

Match length 109 

% identity 45 

NCBI Description (AC003105) putative receptor kinase [Arabidopsis thaliana] 

Seq. No. 159580 

Seq. ID LIB3176-113-P2-K1-B10 

Method BLASTX 

NCBI GI gl076366 

BLAST score 664 

E value 6.0e-70 

Match length 125 

% identity 99 

NCBI Description peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 

thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21016 



m 

cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf^ 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159581 

LIB3176-113-P2-K1-B12 
BLASTN ' 
g2459406 
123 

5.0e-63 

166 

93 

Arabidopsis thaliana chromosome II BAG F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159582 

LIB3176-113-P2-K1-B2 

BLASTX 

gl769905 

244 

6.0e-21 

101 

50 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159583 

LIB3176-113-P2-K1-B3 

BLASTN 

g4580744 

76 

3.0e-35 

92 

49 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159584 

LIB3176-113-P2-K1-B6 

BLASTN 

g2252823 

120 

3.0e-61 

162 

98 

Arabidopsis thaliana BAC IG005I10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159585 

LIB3176-113-P2-K1-B7 

BLASTX 

g2738248 

261 

3.0e-23 

57 

93 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



21017 



Seq. No. 


1 Q Q Cl O £ 


Seq. ID 


LIB31 /D-llo-Pz-Kl-Bo 


Method 


BLASTN " 


NCBI GI 


gl667 67 


BLAST score 




E value 


3 . Oe-22 


Match length 


80 


% Identity 


y 1 


NCBI Description 


A.thaliana heat shock protein HSP70-3 gene, exon 1 




(partial) 


Seq. No. 


159587 


Seq. ID 


LIB3176-113-P2-K1-B9 


Method 


BLASTX 


NCBI GI 


g2253291 


BLAST score 


166 


E value 


9 . Oe-12 


Match length 


33 


% identity 


97 


NCBI Description 


(AF006067) catalase-1 [Nicotiana glutmosa] 


Seq. No. 


159588 


Seq. ID 


LIB317 6-113-P2-K1-C1 


Method 


BLASTX 


NCBI GI 


g3915037 


BLAST score 


320 


E value 


1 . Oe-33 


Match length 


97 


% identity 


76 


NCBI Description 


SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 




>gi__2570067 emb CAA04512 (AJ001071) second sucrose 




synthase [Pisum sativum] 


O >^ XT 

beq. NO. 


1 R Q C Q Q 

ioyoo y 


Seq. ID 


LIB317 6-113-P2-K1-C10 


Method 


BLASTX 


NCBI GI 


g4539327 


BLAST score 


428 


E value 


2 . Oe-42 


Match length 


87 


% identity 


95 


NCBI Description 


(AL035679) putative proton pump [Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LId31 /o-113-r^-Kl-Cll 


Method 


n T 7\ c m V 

BLASTX 


NCBI GI 


g2829899 


BLAST score 


194 


E value 


o . ue- ID 


Match length 


66 


% identity 


58 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449 2465015 and major#latex protein. 




gp_X91961_1107495 [Arabidopsis thaliana] 


Seq. No. 


159591 



21018 



Seq. ID 
Method 
'NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3176-113-P2-K1-C12 

BLASTX 

g2961346 

641 

3.0e-67 

137 

92 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



159592 

LIB317 6-113-P2-K1-C2 

BLASTX 

g2956760 

225 

6,0e-19 

74 

35 

(AL022104) probable atp-dependent transporter 
[Schizosaccharomyces pombe] 

159593 

LIB3176-113-P2-K1-C4 

BLASTN 

g4432811 

141 

7.0e-74 

145 

99 

Arabidopsis thaliana chromosome II BAG F16D14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159594 

LIB3176-113-P2-K1-C5 

BLASTX 

gl31754 

260 

l.Oe-22 

92 
60 

PPLZ02 PROTEIN >gi_99973_pir S11881 hypothetical protein 

(clone pPLZ2) - large-leaved lupine >gi__19507_emb_CAA36069_ 
(X51767) put. pPLZ2 product (AA 1-164) [Lupinus 
polyphyllus] 

159595 

LIB317 6-113-P2-K1-C7 

BLASTX 

g4539327 

814 

2.0e-87 

157 

99 

(AL035679) putative proton pump [Arabidopsis thaliana] 
159596 

LIB317 6-113-P2-K1-C8 



21019 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2262165 

413 

•6.0e-46 
104 
92 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 

159597 

LIB317 6-113-P2-K1-C9 

BLASTX 

g4755193 

545 

5.0e-56 

113 

96 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159598 

LIB317 6-113-P2-K1-D1 

BLASTX 

gll5783 

617 

2.0e-64 

118 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



159599 

LIB317 6-113-P2-K1-D10 

BLASTN 

g3985931 

127 

2.0e-65 

151 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21H1, complete sequence [Arabidopsis thaliana] 

159600 

LIB317 6-113-P2-K1-D12 

BLASTX 

g4583546 

470 

2.0e-47 

98 

97 

(AJ010819) GrpE protein [Arabidopsis thaliana] 
159601 

LIB317 6-113-P2-K1-D4 
BLASTN 



21020 



NCBI GI 


g3236234 


BLAST score 


82 


E value 


. ue- Jt> 


Match length 




% identity 




NCBI Description 


Arabidopsis t ha liana chroitiosonie 1 1 BAC Fl 3M22 genoinic 




sequence, complete sequence [Arabidopsis thaliana] 


beq. MO. 


1 D y DUZ 


Seq. ID 


LIBJl / D-1 1 J-Pz-Kl-Db 


Method 


BLASTX 


NCBI GI 


g3047125 


BLAST score 


Add 


E value 


5 . Oe-4 6 


Match length 


92 


% identity 


95 


NCBI Description 


(AF058919) No definition line round [Arabidopsis tnaliana 


Seq. No. 


1 c ri ri o 


Seq. ID 


LIB317 6-113-P2-K1-DO 


Method 


BLASTX 


NCBI GI 


g4406816 


BLAST score 


z 14 


E value 


9 . Oe-lo 


Match length 


43 


% identity 


95 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis tnaliana 


Seq. No. 


159dU4 


Seq. ID 


LIB31 /D-113-PZ-K1-D9 


Method 


nT TV ("rnv 

BLASTX 


NCBI GI 


™ O C n T T 

go^iby / / 


BLAST score 


187 


E value 


l.Oe-14 


Match length 


39 


% identity 


95 


NCBI Description 


p4 0 protein homolog - Arabidopsis thaliana >gi_402904 




(001955^) laminin receptor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


loyoUo 


oeq. LU 


T TR"^! 7^ — 1 1 — pO — PCI —PI 1 
JblD jl / O 1 lO IT Z J\l CjXI 


Method 


BLASTX 


NCBI GI 


gl31381 


BLAST score 


330 


E value 


2.0e-31 


Match length 


66 


% identity 


98 



NCBI Description OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_99745_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675_ (X52428) 33 
JcDa oxygen-evolving protein [Arabidopsis thaliana] 



Seq. No. 159606 

Seq. ID LIB3176-113-P2-K1-E2 



21021 



Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4835223 

194 

l.Oe-105 

348 

100 

Arabidopsis thaliana DNA chromosome 3, BAG clone F18B3 
(ESSA project) 

159607 

LIB3176-113-P2-K1-E4 

BLASTN 

g4582444 

45 

8.0e-17 

73 

90 

Arabidopsis thaliana chromosome II BAG T9H9 genomic 
sequence, complete sequence 



Seq. No. 


159608 


Seq. ID 


LIB3176-113.-P2-K1-E5 


Method 


BLASTX 


NCBI GI 


gl871199 ■ 


BLAST score 


236 ' 


E value 


l.Oe-19 


Match length 


115 


% identity 


38 


NCBI Description 


{U91318) pM5 (3* partial) 


Seq. No. 


159609 


Seq. ID 


LIB317 6-113-P2-K1-E8 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


43 


E value 


5.0e-21 


Match length 


98 


% identity 


53 


NCBI Description 


ELONGATION FACTOR 1 BETA' 



[Homo sapiens] 



>gi__322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



159610 

LIB317 6-113-P2-K1-F1 

BLASTN 

g3702731 

295 

l.Oe-165 

299 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 

159611 

LIB3176-113-P2-K1-F10 
BLASTX 



21022 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2224699 
100 

9.0e-04 

127 

4 

(AB002377) KIAA0379 (Homo sapiens] 
159612 

LIB3176-113-P2-K1-F2 

BLASTX 

g266463 

235 

3.0e-20 

51 

90 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_82259_pir S25670 

3-isopropylmalate dehydrogenase (EC 1.1,1.85) precursor - 
potato >gi_22643_eiTib_CAA47720_ (X67310) 3-isopropylmalate 

dehydrogenase [Solanum tuberosum] >gi__4 4 5064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 

159613 

LIB3176-113-P2-K1-F7 

BLASTX 

gll4421 

527 

5.0e-54 

108 

97 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82133_pir ^A24355 H+-transporting ATP synthase (EC 

3.6.1.34) beta-1 chain, mitochondrial - curled-leaved 
tobacco >gi_19685_emb_CAA26620_ (X02868) ATP synthase beta 
subunit [Nicotiana plumbaginif olia] 

159614 

LIB3176-113-P2-K1-F8 

BLASTN 

g4220627 

37 

2.0e-ll 

148 

4 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159615 

LIB3176-113-P2-K1-G1 

BLASTN 

g2760167 

61 

6.0e-26 

121 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015, complete sequence [Arabidopsis thaliana] 



PI clone: 



21023 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159616 

LIB3176-113-P2-K1-G10 

BLASTX 

g4572674 

736 

2.0e-78 

132 

100 

(AC006954) unknown protein [Arabidopsis thaliana] 
159617 

LIB3176-113-P2-K1-G11 

BLASTX 

g4056469 

436 

3.0e-43 

88 

97 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb__Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

159618 

LIB317 6-113-P2-K1-G2 

BLASTN 

gl6316 

178 

8.0e-96 

190 

98 

A. thaliana gene for histone Hl-1 
159619 

LIB3176-113-P2-K1-G3 

BLASTX 

gl31381 

746 

2.0e-79 

153 

96 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_99745_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675_ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 

159620 

LIB3176-113-P2-K1-G4 

BLASTX 

g2492952 

259 

2.0e-22 
56 



21024 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1. 

precursor - tomato >gi_410482_emb_CAA79859_ {Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 



4) 1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159621 

LIB317 6-113-P2-K1-G5 

BLASTX 

g2492952 

180 

9.0e-14 

49 

78 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 1) 
>qi 542026 pir • S40410 chorismate synthase (EC 4.6.1.4) 1 
precursor - tomato >gi_410482_emb_CAA79859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 

159622 

LIB317 6-113-P2-K1-G9 

BLASTX 

g3169185 

289 

6.0e-26 

70 

79 

(AC004 4 01) unknown protein [Arabidopsis thaliana] 
159623 

LIB317 6-113-P2-K1-H10 

BLASTX 

g2911057 

238 

l.Oe-20 

59 

83 

(AL021961) caffeoyl-CoA 0-methyltransf erase - like protein 
[Arabidopsis thaliana] 

159624 

LIB317 6-113-P2-K1-H11 

BLASTN 

g2760172 

355 

O.Oe+00 

355 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 

159625 

LIB3176-113-P2-K1-H12 

BLASTX 

g2062163 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220 

2,0e-18 

46 

89 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

159626 

LIB317 6-113-P2-K1-H2 

BLASTX 

g2924779 

279 

2.0e-25 

65 

85 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA2524 9_ {AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

159627 

LIB317 6-113-P2-K1-H4 

BLASTX 

g3249100 

602 

9.0e-63 

114 

98 

(AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27 698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb_H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 

159628 

LIB317 6-113-P2-K1-H6 

BLASTX 

g2062163 

216 

l.Oe-17 

43 

93 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159629 

LIB317 6-113-P2-K1-H7 

BLASTX 

g2129629 

151 

2.0e-10 

34 

94 

L-ascorbate peroxidase (EC 1.11.1.11) - Arabidopsis 
thaliana >gi_1332439_emb_CAA6664 0_ (X98003) ascorbate 
peroxidase [Arabidopsis thaliana] >gi_15237 91_emb_CAA66926_ 
{X98276) L-ascorbate peroxidase [Arabidopsis thaliana] 
>gi 2444019 (U69138) ascorbate peroxidase 3 [Arabidopsis 
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thaliana] >gi_2924511_emb_CAA17765 . 1_ (AL022023) 
L-ascorbate peroxidase [Arabidopsis thaliana] 



Seq. No. 


159630 


Seq. ID 


LIBolV D-11 J-P^-Kl-Ho 


Method 


BLASTX 


NCBI GI 


gl669389 


BLAST score 


4 33 


E value 


4 . Oe-50 


Match length 


101 


% Identity 


y D 


NCBI Description 


(U4^UU/} actm o [AraDiaopsis 


Seq. No. 


159631 


Seq. ID 


LIB317 6-113-P2-K1-H9 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


370 


E value 


2.0e-35 


Match length 


87 


% identity 


87 


NCBI Description 


(AC004 684) putative ribosortial 




thaliana] 


Seq. No. 


159632 


Seq. ID 


LIB317 6-114-P2-K1-A1 


Method 


BLASTX 


NCBI GI 


gll75011 


BLAST score 


708 


E value 


5.0e-75 


Match length 


135 


% identity 


100 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_errib_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

159633 

LIB317 6-114-P2-K1-A10 

BLASTX 

g4371282 

604 

7.0e-63 

121 

100 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159634 

LIB317 6-114-P2-K1-A11 

BLASTX 

g3983125 

579 

6.0e-60 

138 

82 

(AF097 648 ) phosphate/triose-phosphate translocator 



21027 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 



159635 

LIB3176-114-P2-K1-A2 

BLASTX 

gl20667 

122 

3.0e-39 

109 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 giyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159636 

LIB3176-114-P2-K1-A3 

BLASTN 

g2642427 

240 

l.Oe-132 

346 

96 

Arabidopsis thaliana chromosome II BAC T20D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159637 

LIB3176-114-P2-K1-A4 

BLASTX 

gl66570 

197 

4.0e-15 

130 

36 

(L04173) glycine rich protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159638 

LIB3176-114-P2-K1-A5 

BLASTN 

g2351068 

294 

l.Oe-164 

420 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRHIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159639 

LIB317 6-114-P2-K1-A6 

BLASTX 

g4689316 

593 

l.Oe-61 
119 
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% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



43 

(AF130973) peroxisomal targeting signal type 2 receptor 
[Arabidopsis thaliana] 

159640 

LIB317 6-114-P2-K1-A8 

BLASTX 

gl363489 

617 

2.0e-64 

123 

93 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052__emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

159641 

LIB317 6-114-P2-K1-A9 

BLASTX 

g4544399 

272 

4.0e-24 

103 

51 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

159642 

LIB3176-114-P2-K1-B1 

BLASTX 

gl419388 

353 

l.Oe-33 

120 

60 

(X98 925) stromal ascorbate peroxidase [Arabidopsis 
thaliana] 

159643 

LIB317 6-114-P2-K1-B10 

BLASTX 

g3372671 

42 

2.0e-18 

83 

72 

(AF061286) gamma-adaptin 1 [Arabidopsis thaliana] 
>gi_4704741_gb_AAD28247. l_AF124524_r {AF124524) 
gamma-adaptin 1 [Arabidopsis thaliana] 

159644 

LIB3176-114-P2-K1-B11 

BLASTX 

g3273743 

281 

2.0e-25 
66 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



82 

(AF057357) lipid transfer protein 2 precursor (Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

159645 

LIB3176-114-P2-K1-B12 

BLASTN 

gl657620 

400 

O.Oe+00 

412 

100 

Arabidopsis thaliana putative acyl-coA dehydrogenase G6p 
(AtG6) mRNA, complete cds 

159646 

LIB3176-114-P2-K1-B3 

BLASTX 

g99751 

426 

5.0e-42 

83 

100 

phosphoprotein phosphatase (EC 3.1.3.16) lA catalytic chain 
- Arabidopsis, thaliana >gi_164 33_emb_CAA78153_ (Z12163) 
protein phosphatase lA [Arabidopsis thaliana] 

159647 

LIB317 6-114-P2-K1-B4 

BLASTX 

g2494174 

653 

l.Oe-68 

127 

100 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

159648 

LIB3176-114-P2-K1-B5 

BLASTX 

g3273743 

43 

l.Oe-28 

92 

80 

(AF057357; 
thaliana] 



lipid transfer protein 2 precursor [Arabidopsis 
>gi_3786019 (AC005499) unknown protein 



[Arabidopsis thaliana] 
159649 

LIB317 6-114-P2-K1-B6 

BLASTN 

g4263694 

113 

l.Oe-56 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



451 
98 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159650 

LIB3176-114-P2-K1-B7 

BLASTN 

g2245073 

366 

O.Oe+00 

370 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

159651 

LIB3176-114-P2-K1-B8 

BLASTX 

g4049354 

629 

8.0e-66 
14 3 
8.6 

(AL034567) glycine hydroxymethyltransf erase (EC 
2 . 1 . 2 . 1) -like protein [Arabidopsis thaliana] 

159652 

LIB3176-114-P2-K1-C1 

BLASTX 

gl363488 

501 

9.0e-51 

98 

100 

IAA8 protein - Arabidopsis thaliana >gi_972919 {U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314 364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 

159653 

LIB317 6-114-P2-K1-C10 

BLASTX 

g4490323 

377 

3.0e-36 

114 

68 

(AJ1314 64) nitrate transporter [Arabidopsis thaliana] 
159654 

LIB3176-114-P2-K1-C11 

BLASTX 

g3421077 

544 

7.0e-56 
109 
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% identity 

NCBI Description 



100 

(AF04 3521) 20S proteasome subunit PACl [Arabidopsis 
thalianal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159655 

LIB3176-114-P2-K1-C12 

BLASTN 

g4519190 

222 

l.Oe-121 

449 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K6A12, complete sequence 

159656 

LIB3176-114-P2-K1-C2 

BLASTX 

g3978578 

543 

l.Oe-55 

145 

40 

*(AB020528) Polygalacturonase inhibitor [Poncirus 
trifoliata] 

159657 

LIB3176-114-P2-K1-C3 

BLASTX 

g3269290 

764 

l.Oe-81 

148 

100 

(AL030978) 
thaliana] 



putative receptor like kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



159658 

LIB3176-114-P2-K1-C4 

BLASTX 

gl778095 

419 

3.0e-41 

123 

69 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

159659 

LIB3176-114-P2-K1-C6 

BLASTX 

g3550519 

528 

5.0e-54 

141 

68 
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NCBI Description 



(AJ007630) oxygenase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159660 

LIB3176-114-P2-K1-C7 

BLASTX 

gl550738 

371 

l.Oe-35 

107 

73 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_2982443_einb_CAA18251_ {AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159661 

LIB317 6-114-P2-K1-C8 

BLASTX 

g4454468 

481 

2.0e-48 

145 

65 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159662 

LIB317 6-114-P2-K1-C9 

BLASTN 

g2623294 

145 

9.0e-76 

383 

97 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159663 

LIB3176-114-P2-K1-D10 

BLASTX 

g99771 

622 

6.0e-65 

147 

84 

ubiquitin 81-aa extension protein 1 - Arabidopsis thaliana 
>gi_166934 {J05539) ubiquitin extension protein (UBQ5) 
[Arabidopsis thaliana] 

159664 

LIB317 6-114-P2-K1-D11 

BLASTX 

gl32110 

731 

9.0e-78 

139 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
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(RUBISCO SMALL SUBUNIT 38) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 


159665 


Seq. ID 


LIB317 6-114 -P2-K1-D12 


Method 


BLASTX 


NCBI GI 


g4006883 


BLAST score 


390 


E value 


5.0e-38 


Match length 


88 


% identity 


84 


NCBI Description 


(Z99707) cysteine proteinase [Arabidopsis thaliana] 


Seq. No. 


159666 


Seq. ID 


LIB3176-114-P2-K1-D2 


Method 


BLASTX 


NCBI GI 


g2191155 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


124 


% identity 


35 


NCBI Description 


(AF007269) contains weak similarity with bacterial SECA 




proteins. [Arabidopsis thaliana] 


Seq. No. 


159667 


Seq. ID 


LIB317 6-114-P2-K1-D3 


Method 


BLASTN 


NCBI GI 


g3805755 


BLAST score 


223 


E value 


l.Oe-122 


Match length 


259 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T25N22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


159668 


Seq. ID 


LIB317 6-114-P2-K1-D4 


Method 


BLASTX 


NCBI GI 


g3212877 


BLAST score 


678 


E value 


2.0e-71 


Match length 


149 


% identity 


91 


NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliana] 


Seq. No. 


159669 


Seq. ID 


LIB3176-114-P2-K1-D5 


Method 


BLASTX 


NCBI GI 


g2924779 


BLAST score 


650 


E value 


3.0e-68 


Match length 


128 


% identity 


100 


NCBI Description 


(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
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thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA2524 9_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 


159670 


Seq. ID 


LIB3176-114-P2-K1-D6 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


664 


E value 


7 . Oe-70 


Match length 


123 


% identity 


100 


NCBI Description 


TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 




tubulin alpha chain - Arabidopsis thaliana >gi_166914 




{M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 




(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


159671 


Seq. ID 


LIB3176-114-P2-K1-D8 


Method 


BLASTX 


NCBI GI 


gl814424 


BLAST score 


409 


E value 


4.0e-40 


Match length 


117 


% identity 


67 


NCBI Description 


(U85254) homeodomain protein AHDP [Arabidopsis thaliana] 


Seq. No. 


159672 


Seq. ID 


LIB317 6-114-P2-K1-D9 


Method 


BLASTX 


NCBI GI 


g4454039 


BLAST score 


458 


E value 


9. Oe-46 


Match length 


14 6 


% identity 


60 


NCBI Description 


(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 




thaliana] 


Seq. No. 


159673 


Seq. ID 


LIB317 6-114-P2-K1-E1 


Method 


BLASTX 


NCBI GI 


g3242075 


BLAST score 


535 


E value 


9 . Oe-55 


Match lengtn 




% identity 


99 


NCBI Description 


(Z97059) S-adenosyl-L-homocysteine hydrolase [Arabidopsis 




thaliana] 


Seq. No. 


159674 


Seq. ID 


LIB3176-114-P2-K1-E10 


Method 


BLASTX 


NCBI GI 


g2062161 


BLAST score 


283 


E value 


9.0e-26 


Match length 


60 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



92 

(AC001645) jasmonate inducible protein isolog (Arabidopsis 
thaliana] 

159675 

LIB3176-114-P2-K1-E12 

BLASTX 

g4262236 

231 

3.0e-19 

86 

58 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

159676 

LIB3176-114-P2-K1-E2 

BLASTX 

g2446981 

729 

2.0e-77 

142 

99 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_enib_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



159677 

LIB317 6-114-P2-K1-E3 

BLASTN 

g3869075 

275 

l.Oe-153 

451 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 

159678 

LIB3176-114-P2-K1-E4 

BLASTX 

g4512707 

535 

9.0e-55 

117 

89 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
159679 

LIB3176-114-P2-K1-E5 

BLASTN 

g3420043 

363 

O.Oe+00 

411 

96 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
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sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


159680 




Seq. ID 


LIB3176-114 


-P2-K1-E6 


Method 






NCBI GI 


giybJ4 / J 




BLAST score 


oil 




E value 


1 . Ue-D^ 




Match length 






% identity 


96 




NCBI Description 


^ U U ^ J z o / 


TTO or\o 1 Q r 
r cZSjd. . io 


beq. wo. 


X O !7 OO X 




Seq. ID 


LIB3176-114 


-P2-K1-E8 


Method 


BLASTX 




NCBI GI 


g3176676 




BLAST score 


53 




E value 


4.0e-40 




Match length 


85 




% identity 


100 




NCBI Description 


(AC003671) 


Similar to 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Nicotiana tabacxam. ESTs gb_AA597643, gb_T45390, gb_T43963 
and gb_AA597734 come from this gene. [Arabidopsis thaliana] 

159682 

LIB317 6-114-P2-K1-F1 

BLASTX 

g2605761 

717 

4.0e-76 

150 

92 

(AF027284) NADH dehydrogenase [Tectona grandis] 



159683 

LIB317 6-114-P2-K1-F10 

BLASTN 

g2564050 

353 

O.Oe+00 

365 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159684 

LIB317 6-114-P2-K1-F11 

BLASTN 

g2689438 

69 

l.Oe-30 

134 

91 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 



159685 



21037 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-114-P2-K1-F12 

BLASTX 

gl32102 

700 

4.0e-74 

132 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CKAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159686 

LIB317 6-114-P2-K1-F2 

BLASTX 

g4581108 

298 

3.0e-27 

142 

49 

(AC005825) putative chloroplast outer membrane protein 
86, also very similar to GTP-inding protein from pea 
(GB:L36857) [Arabidopsis thaliana] 



159687 

LIB317 6-114-P2-K1-F4 
BLASTN 
g4376087 
245 

l.Oe-135 
320 

„ ^ 95 

NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159688 

LIB317 6-114-P2-K1-F5 

BLASTX 

g2246456 

720 

2.0e-76 

138 

99 

(U71400) S-adenosyl-methionine-sterol-C-methyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159689 

LIB3176-114-P2-K1-F6 

BLASTX 

gll3171 

383 

4 .Oe-37 

89 

92 

ACYL CARRIER PROTEIN 



1 PRECURSOR (ACP) 



21038 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_81596_pir S03267 acyl carrier protein precursor - 

Arabidopsis thaliana >gi_16152_emb_CAA31991_ (X13708) acyl 
carrier protein [Arabidopsis thaliana] 

159690 

LIB3176-114-P2-K1-F8 

BLASTN - 

g4206764 

432 

O.Oe+00 

436 

100 

Arabidopsis thaliana putative type 1 membrane protein (PMP) 
mRNA, complete cds 

159691 

LIB317 6-114-P2-K1-F9 

BLASTX 

g2191155 

179 

5.0e-13- 

97 

44 

(AF007269) contains weak similarity with bacterial SECA 
proteins. [Arabidopsis thaliana] 

159692 

LIB317 6-114-P2-K1-G1 

BLASTX 

gl766046 

490 

3.0e-54 

114 

99 

(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 
[Arabidopsis thaliana] 



Seq. No. 


159693 


Seq. ID 


LIB317 6-114-P2-K1-G10 


Method 


BLASTX 


NCBI GI 


g4741954 


BLAST score 


470 


E value 


2.0e-47 


Match length 


102 


% identity 


88 


NCBI Description 


(AF134127) Lhcb4.2 proteii 


Seq. No. 


159694 


Seq. ID 


LIB317 6-114-P2-K1-G11 


Method 


BLASTX 


NCBI GI 


g3122724 


BLAST score 


347 


E value 


5.0e-33 


Match length 


69 


% identity 


99 


NCBI Description 


60S RIBOSOMAL PROTEIN L38 



protein L38 isolog [Arabidopsis thaliana] 



21039 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159695 

LIB3176-114-P2-K1 
BLASTX 
g231660 
69 

4.0e-16 

92 

60 

HYPOTHETICAL 226 KD 



G12 



PROTEIN (ORF 1901) 



159696 

LIB3176-114-P2-K1-G2 

BLASTX 

g2160142 

493 

8.0e-50 

122 

83 

{AC000375) Strong similarity to Arabidopsis APR2 
{gb_U56921) . [Arabidopsis thaliana] >gi_2738758 (AF016283) 
5 ' -adenylylsulf ate reductase [Arabidopsis thaliana] 

159697 

LIB3176-114-P2-K1-G3 

BLASTN 

g3980374 

192 

l.Oe-104 

355 

100 

Arabidopsis thaliana chromosome II BAG F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159698 

LIB3176-114-P2-K1-G4 

BLASTN 

g3980374 

134 

3.0e-69 

230 

90 

Arabidopsis thaliana chromosome II BAG F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159699 

LIB317 6-114-P2-KlrG5 

BLASTX 

g729102 

606 

3.0e-63 

120 

99 

CHALCONE--FLAVONONE ISOMERASE >gi_320138_pir JQ1687 

chalcone isomerase (EC 5.5.1.6) - Arabidopsis thaliana 
>gi_166660_gb_AAA32766. 1_ {M86358) chalcone isomerase 
[Arabidopsis thaliana] 



21040 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159700 

LIB3176-114-P2-K1-G6 

BLASTX 

gl363489 

693 

3.0e-73 

129 

98 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159701 

LIB317 6-114-P2-K1-G7 

BLASTX 

g2160142 

469 

5.0e-47 

94 

100 

(AC000375) Strong similarity to Arabidopsis APR2 
(gb_U56921) . [Arabidopsis thaliana] >gi_2738758 {AF016283) 
5 ' -adenylylsulfate reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159702 

LIB3176-114-P2-K1-G8 

BLASTN 

g4220635 

48 

8.0e-19 

59 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 



Seq. No. 


159703 


Seq. ID 


LIB317 6-114-P2-Ki-G9 


Method 


BLASTX 


NCBI GI 


gl916290 


BLAST score 


149 


E value 


2.0e-09 


Match length 


68 


% identity 


50 


NCBI Description 


(U89876) ALY [Mus musculus] 


Seq. No. 


159704 


Seq. ID 


LIB3176-114-P2-K1-H11 


Method 


BLASTX 


NCBI GI 


g4103987 


BLAST score 


565 


E value 


3.0e-58 


Match length 


136 


% identity 


79, 


NCBI Description 


{AF030516) 5, 10-methylenete 



dehydrogenase- 5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] 



21041 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159705 

LIB317 6-114-P2-K1-H12 

BLASTX 

g3377797 

571 

6.0e-59 

140 

80 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159706 

LIB3176-114-P2-K1-H2 

BLASTN 

gl732569 

38 

7.0e-12 

98 

90 

Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159707 

LIB3176-114-P2-K1-H3 

BLASTX 

g2088662 

597 

4.0e-62 

138 

85 

(AF002109) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159708 

LIB317 6-114-P2-K1-H4 

BLASTX 

g832876 

386 

2.0e-37 

122 

64 

{L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



159709 

LIB3176-114-P2-K1-H5 

BLASTN 

g4733953 

341 

O.Oe+00 ' 

426 

99 

Arabidopsis thaliana chromosome I BAG F13011 genomic 



21042 



sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159710 

LIB3176-114-P2-K1-H6 

BLASTX 

gll72568 

228 

l.Oe-18 

86 

55 

LOW MOLECULAR WEIGHT PHOSPHOTYROSINE PROTEIN PHOSPHATASE 
{LOW MOLECULAR WEIGHT CYTOSOLIC ACID PHOSPHATASE) (PTPASE) 

{SMALL TYROSINE PHOSPHATASE) >gi_1076916_pir ^A55446 

protein-tyrosine-phosphatase (EC 3.1.3.48), low molecular 
weight - fission yeast (Schizosaccharomyces pombe) 
>gi_602992 (L33929) low Mr protein tyrosine phosphatase 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159711 

LIB317 6-114-P2-K1-H7 

BLASTX 

g4580394 

273 

l.Oe-24 

75 
72 

{AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159712 

LIB3176-114-P2-K1-H8 

BLASTN 

g4589436 

47 

3.0e-17 

247 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159713 

LIB3176-114-P2-K1-H9 

BLASTN 

g4589436 

43 

7.0e-15 

103 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159714 

LIB3176-115-P2-K1-A1 

BLASTX 

gll5783 

625 

2.0e-65 



21043 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



119 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 

159715 

LIB3176-115-P2-K1-A11 

BLASTX 

gll73187 

607 

3.0e-63 

124 

94 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 {U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

159716 

LIB317 6-115-P2-K1-A12 

BLASTX 

g3785989 

642 

3.0e-67 

134 

89 

(AC005560) unknown protein [Arabidopsis thaliana] 
159717 

LIB3176-115-P2-K1-A3 

BLASTX 

g2982463 

669 

2.0e-70 

141 

87 

(AL022223) putative protein [Arabidopsis thaliana] 
159718 

LIB3176-115-P2-K1-A4 

BLASTX 

gll3024 

543 

8.0e-56 

125 

90 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

159719 

LIB3176-115-P2-K1-A5 

BLASTN 

g3241925 

444 

O.Oe+00 



21044 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



456 
99 

Arabidopsis thaliana genomiq, DNA, chromosome 5, PI clone: 
M0K9, complete sequence [Arabidopsis thaliana] 



159720 

LIB3176-115-P2-K1-A6 

BLASTX 

gl363489 

708 

5.0e-75 

147 

90 

thioglucosidase (EC 
thaliana >gi 984052 



3.2.3.1) 3D precursor 
emb CAA61592 (X89413) 



- Arabidopsis 
thioglucoside 



glucohydrolase [Arabidopsis thaliana] 



159721 

LIB317 6-115-P2-K1-A7 

BLASTN 

g3869072 

51 

5.0e-20 

79 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone 



159722 

LIB317 6-115-P2-K1-B10 

BLASTX 

g2827559 

265 

5.0e-23 

67 

79 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA197 98_ (AL031018) putative protein 
[Arabidopsis thaliana] 

159723 

LIB317 6-115-P2-K1-B2 

BLASTX 

g3023848 

635 

2.0e-66 

136 

32 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



159724 

LIB3176-115-P2-K1-B3 

BLASTX 

gll5783 



21045 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



254 

3.0e-22 

61 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

159725 

LIB317 6-115-P2-K1-B4 

BLASTX 

g2119846 

631 

4.0e-66 

119 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

159726 

LIB3176-115-P2-K1-B5 

BLASTX 

g2529665 

606 

5.0e-63 

145 

84 

{AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159727 

LIB3176-115-P2-K1-B6 

BLASTX 

gll70939 

489 

2.0e-49 

102 

91 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S4 6540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108__emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159728 

LIB3176-115-P2-K1-B7 

BLASTX 

g730645 

595 

8.0e-62 



21046 



Match length 

% identity 

NCBI Description 



130 
92 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi__313152_emb__CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159729 

LIB3176-115-P2-K1-B8 

BLASTX 

g4741966 

414 

2.0e-40 

131 

66 

{AF134133) Lil3 protein [Arabidopsis thaliana] 
159730 

LIB3176-115-P2-K1-B9 

BLASTX 

g3004560 

586 

l.Oe-60 

149 

81 

(AC003673) 
thaliana] 



putative ATP binding protein [Arabidopsis 



159731 

LIB3176-115-P2-K1-C1 

BLASTX 

g4544434 

641 

4.0e-67 

126 

99 

(AC006955) putative DNA-directed RNA polymerase II 
[Arabidopsis thaliana] 

159732 

LIB3176-115-P2-K1-C10 

BLASTX 

g3377797 

595 

8.0e-62 

144 

81 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44 067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



21047 





Seq. No. 


159733 




Seq. ID 


LIB317 6-115- P2-K1-C12 




Method 


BLAST N 




NCBI GI 


g3650026 




BLAST score 


215 




E value 


1 . Oe-117 




Match length 


355 




% identity 


99 




NCBI Description 


Arabiuopsis tnaliana cnroitiosome 1 1 dAu i z bizu genomic 






sequence, complete sequence [Arabidopsis thaliana] 




Seq. No. 


loy / j4 




Seq. ID 


LIB317 6-115-P2-K1-C4 




Method 


BLASTN 




NCBI GI 


g3241923 




BLAST score 


194 




E value 


1 . Oe-105 




Match length 


225 




% identity 


97 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 






MMNIO, complete sequence [Arabidopsis thaliana] 




Seq. No. 


ioy / Jo 




Seq. ID 


LIB3176-115-P2-K1-C5 




Method 


BLASTX 


ffl 


NCBI GI 


gl561730 




BLAST score 


153 




E value 


6. Oe-10 




Match length 


58 




% identity 


47 


y ^ 


NCBI Description 


(U65491) Dreg-3 protein [Drosophila melanogaster] 




Seq. No. 


159736 




Seq. ID 


LIB31 /o-llb-P-^-Kl-C / 


Q 


Method 


BLASTX 


M= 


NCBI GI 


gl922242 


LJ 


BLAST score 


339 




•E value 


9.0e-32 




Match length 


68 




% identity 


100 




NCBI Description 


{yi0084) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


159 /Of 




Seq. ID 


LIB317 6-llo-P2-Kl-Co 




Method 


n T TV c rn VI 

BLASTN 




NCBI GI 


g4159706 




BLAST score 


457 




E value 


0 . Oe+uo 




Match length 


477 




% identity 


99 




NCBI Description 


AraDiQopsis tnaxiana genomic u\sr\f cnioinuooiiitr trx ^^xuxic 






MGL6, complete sequence 




Seq. No. 


159738 




Seq. ID 


LIB3176-115-P2-K1-C9 




Method 


BLASTN 




NCBI GI 


g4159706 



21048 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



140 

l.Oe-72 

216 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159739 

LIB3176-115-P2-K1-D1 

BLASTX 

g3024022 

625 

3.0e-65 

142 

83 

INITIATION FACTOR 5A-5 {EIF-5A) (EIF-4D) 

>gi_2225885_dbj_BAA20879_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159740 

LIB3176-115-P2-K1-D11 

BLASTX 

g3334124 

626 . • - 

2.0e-65 

127 

99 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi_1655482_dbj_BAA13600__ (D88375) delta subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159741 

LIB317 6-115-P2-K1-D12 

BLASTN 

g4662609 

251 

l.Oe-139 

467 

99 

Genomic sequence for Arabidopsis thaliana BAG F10A5, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159742 

LIB317 6-115-P2-K1-D2 

BLASTX 

gl546692 

812 

4.0e-87 

160 

98 

(X98805) peroxidase ATP19a [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159743 

LIB3176-115-P2-K1-D3 

BLASTN 

g2656031 



21049 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

5.08-87 

332 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159744 

LIB317 6-115-P2-K1-D4 

BLASTX 

g3334404 

775 

7.0e-83 

155 

99 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_2266990 (065638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 • (AC005679) Identical 
to gb_U65638 Arabidopsis thaliana vacuolar type ATPase 
subunit A mRNA. ESTs gb_N96435, gb_N96106, gb_N96189, 
gb N96091, gb_AA042286, gb_F14324, gb_W43643, gb_N96027, 
gb2N96299, gb_R29943, gb_T43460, gb_T43544, gb_T22472 

159745 

LIB3176-115-P2-K1-D5 

BLASTX 

g3309086 

420 

3.0e-41 
83 
■99 

(AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159746 

LIB3176-115-P2-K1-D6 
BLASTX 
.g4544369 
243 

2.0e-20 

154 

39 

(AC006920) hypothetical protein [Arabidopsis thaliana] 
159747 

LIB3176-115-P2-K1-D8 

BLASTX 

g2642429 

453 

4 .Oe-45 

103 

29 

(AC002391) '^putative poly (A) -binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



159748 

LIB3176-115-P2-K1-D9. 



21050 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl498053 

570 

8.0e-59 

159 

72 

(U64436) ribosomal protein S8 [Zea mays] 
159749 

LIB317 6-115-P2-K1-E1 

BLASTX 

g3122038 

273 

5.0e-24 

112 

50 

DIHYDROPYRIMIDINASE RELATED PROTEIN-3 (DRP-3) (COLLAPSIN 
RESPONSE MEDIATOR PROTEIN 4) (CRMP-4) >gi_1399542 (U52104) 
rCRMP-4 [Rattus norvegicus] 

159750 

LIB3176-115-P2-K1-E2 

BLASTX 

g4 5394 58 

177 

l.Oe-12 

169 

30 

(AL04 9500) hypothetical protein [Arabidopsis thaliana] 
159751 

LIB317 6-115-P2-K1-E3 

BLASTN 

g2828182 

82 

4.0e-38 

324 

95 

Arabidopsis thaliana genomic DNA> chromosome 5, PI clone: 
M0J9, complete sequence [Arabidopsis thaliana] 

159752 

LIB317 6-115-P2-K1-E4 

BLASTX 

g2961343 

470 

4.0e-47 

96 

97 

(AL022140) symbiosis-related like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159753 

LIB317 6-115-P2-K1-E5 

BLASTX 

g2760843 

473 



21051 



E value 


2.0e-47 


Match length 


98 


% identity 


54 


NCBI Description 


(AC003105) unknown protein [Arabidopsis thaliana] 


Seq\ No. 


159754 


Seq, ID 


LIB3175-115-P2-K1-E6 


Method 


BLASTX 


NCBI GI 


gl546696 


BLAST score 


459 


E value 


9.0e-46 


Match length 


90 


% identity 


98 


NCBI Description 


(X98807) peroxidase ATP21a [Arabidopsis thaliana] 


Seq. No. 


159755 


Seq. ID 


LIB317 6-115-P2-K1-E7 


Method 


BLASTX 


NCBI GI 


gll75011 


BLAST score 


643 


E value 


2 . Oe-67 


Match length 


126 


% identity 


97 


NCBI Description 


PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 


A) (TMP-A) >gi 296085 emb CAA48356_ (X68293) transmembrane 




protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 




plasma membrane intrinsic protein IB [Arabidopsis thaliana] 


Seq. No. 


159756 


Seq. ID 


LIB3176-115-P2-K1-F1 


Method 


BLASTX 


NCBI GI 


gll69476 


BLAST score 


717 


E value 


4.0e-76 


Match length 


137 


% identity 


100 


NCBI Description 


ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) ( VITRONECTIN-LIKE 


ADHESION PROTEIN 1) (PVNl) >gi__439577 (U04632) 




vitronectin-like adhesion protein [Nicotiana tabacum] 


Seq. No. 


159757 


Seq. ID 


LIB3176-115-P2-K1-F10 


Method 


BLASTN 


NCBI GI 


g4760369 


BLAST score 


60 


E value 


3.0e-25 


Match length 


112 


% identity 


88 


NCBI Description 


Arabidopsis thaliana ATP dependent copper transporter 




(RANI) mRNA, complete cds 


Seq. No. 


159758 


Seq. ID 


LIB3176-115-P2-K1-F11 


Method 


BLASTN 


NCBI GI 


g21142 


BLAST score 


36 


E' value 


2.0e-ll 



21052 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 
92 

Mustard mRNA for cytosolic glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH, NAD-specif ic; EC 1.2.1.12) 

159759 

LIB317 6-115-P2-K1-F12 

BLASTX 

g4510424 

203 

2.0e-58 

123 

98 

{AC006929) putative carboxypeptidase [Arabidopsis thaliana] 
159760 

LIB317 6-115-P2-K1-F2 

BLASTX 

g3915847 

718 

3.0e-76 

149 

93 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

159761 

LIB317 6-115-P2-K1-F3 

BLASTX 

g3915847 

54 

l.Oe-08 

66 

61 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159762 

LIB3176-115-P2-K1-F4 

BLASTX 

g2443755 

679 

l.Oe-71 

147 

84 

{AF020433) cyclophilin [Arabidopsis thaliana] 
159763 

LIB317 6-115-P2-K1-F5 

BLASTX 

g2443755 

398 

5.0e-39 

92 

79 

{AF020433) cyclophilin [Arabidopsis thaliana] 



21053 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159764 

LIB3176-115-P2-K1-F7 

BLASTX 

g2342687 

76 

2.0e-16 

73 

58 

{AC000106) Similar to Beta integral membrane protein 
{gb_U43629) . EST gb_W43122 comes from this gene. 
[Arabidopsis thaliana] 

159765 

LIB3176-115-P2-K1-F9 

BLASTX 

gl695717~ 

679 

l.Oe-71 

138 

98 

(D89341) luminal binding protein [Arabidopsis thaliana] 
159766 

LIB317 6-115-P2-K1-G1 

BLASTN 

g2351062 

278 

l.Oe-155 

428 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

159767 

LIB317 6-115-P2-K1-G11 

BLASTX 

g3122673 

693 

3.0e-73 

151 

89 

60S RIBOSOMAL PROTEIN L15 >gi_2245027__emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159768 

LIB3176-115-P2-K1-G12 

BLASTX 

g3128228 

817 

9.0e-88 

157 

98 

{AC004077) putative ribosomal protein L18A [Arabidopsis - 
thaliana] ■>gi__3337376 (AC004481) putative ribosomal . protein 
L18A [Arabidopsis thaliana] 



Seq. No. 



159769 



21054 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-115-P2-K1-G2 

BLASTX 

gl750376 

60 

4.0e-70 

150 

54 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBAl) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159770 

LIB3176-115-P2-K1-G3 

BLASTX 

g4337027 ^ 

746 

2.0e-79 

151 

99 

(AF123254) MFP2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ^ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159771 

LIB3176-115-P2-K1-G4 

BLASTX 

g3319350 

841 

2.0e-90 

169 

98 

(AF077407) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159772 

LIB3176-115-P2-K1-G5 

BLASTX 

g3851636 

565 

3,0e-58 

140 

75 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159773 

LIB317 6-115-P2-K1-G7 

BLASTX 

g2827141 

694 

2.0e-73 

149 

88 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159774 

LIB317 6-115-P2-K1-G8 

BLASTX 

g2827141 



21055 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



551 

l.Oe-56 

117 

90 

{AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

159775 

LIB317 6-115-P2-K1-H1 

BLASTN 

g3702728 

155 

l.Oe-81 

450 

78 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K19M13, complete sequence [Arabidopsis thaliana] 

159776 

LIB317 6-115-P2-K1-H10 

BLASTX 

g3738092 

93 

4 .Oe-60 

130 

90 

(AC005617) similar to glyoxysomal malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159777 

LIB317 6-115-P2-K1-H11 

BLASTN 

g3413696 

208 

l.Oe-113 

288 

77 

Arabidopsis thaliana chromosome II BAG T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159778 

LIB317 6-115-P2-K1-H2 

BLASTX 

g3068704 

680 

8.0e-72 

136 

98 

(AF049236) unknown [Arabidopsis thaliana] 
159779 

LIB3176-115-P2-K1-H3 

BLASTN 

g2245073 

316 

l.Oe-177 
465 



21056 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

159780 

LIB3176-115-P2-K1-H4 

BLASTX 

g2494299 

253 

l.Oe-21 

129 

47 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
{EIF-2-BETA) >gi_1732361 (080269) translation initiation 
factor 2 beta [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159781 

LIB3176-115-P2-K1-H5 

BLASTN 

g3108024 

34 

l.Oe-09 

42 

95 

Arabidopsis thaliana chromosome 1 BAC T1F15 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159782 

LIB3176-115-P2-K1-H6 

BLASTN 

g2760167 

246 

l.Oe-136 

369 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


159783 




Seq. ID 


LIB3176-115-P2-K1- 


-H7 


Method 


BLASTX 




NCBI GI 


gl916290 




BLAST score 


188 




E value 


4.0e-14 




Match length 


78 




% identity 


53 




NCBI Description 


(089876) ALY [Mus 


musculus 


Seq. No. 


159784 




Seq. ID 


LIB3176-115-P2-K1- 


-H8 


Method 


BLASTX 




NCBI GI 


gl916290 




BLAST score 


185 




E value 


l.Oe-13 




Match length 


79' 




% identity 


52 




NCBI Description 


(089876) ALY [Mus 


musculus 



21057 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159785 

LIB317 6-115-P2-K1-H9 

BLASTX 

g2462748 

566 

2.0e-58 

110 

100 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

159786 

LIB3176-116-P2-K1-A11 

BLASTX 

gll73187 

571 

4.0e-59 

115 

95 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

159787 

LIB3176-116-P2-K1-A3 

BLASTX 

g4056469 

569 

l.Oe-58 

112 

99 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

159788 

LIB317 6-116-P2-K1-A4 

BLASTX 

gl363489 

688 

l.Oe-72 

127 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

159789 

LIB3176-116-P2-K1-A5 

BLASTX 

g2244750 

642 

2.0e-67 



21058 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
96 

{Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

159790 

LIB3176-116-P2-K1-A7 

BLASTX 

g2160168 

311 

2.0e-28 

83 

67 

(AC000132) Strong similarity to R. communis 

phosphoglycerate mutase (gb__X70652) . ESTs 

gb T41853,gb T76648 come from this gene. [Arabidopsis 

thaliana] 



Seq. No. 


159791 


Seq. ID 


LIB317 6-116-P2-K1-A8 


Method 


BLASTX 


NCBI GI 


g2854 182 


BLAST score 


ICC 

loo 


E value 


3.0e-10 


Match length 


110 


% identity 


30 


NCBI Description 


(AF045644) similar to the 


proteins [Caenorhabditis < 


Seq. No. 


159792 


Seq. ID 


LIB317 6-116-P2-K1-A9 


Method 


BLASTX 


NCBI GI 


g4324967 


BLAST score 


510 


E value 


7.0e-52 


Match length 


109 


% identity 


91 


NCBI Description 


(AF114796) ADP-ribosylatii 


Seq. No. 


159793 


Seq. ID 


LIB3176-116-P2-K1-B1 


Method 


BLASTX 


NCBI GI 


gl31770 


BLAST score 


275 


E value 


2.0e-24 


Match length 


83 


% identity 


61 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S9 



Seq. No. 
Seq. ID 
Method 



(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelitim 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

159794 

LIB3176-116-P2-K1-B11 
BLASTX 



21059 



NCBI GI g4105262 

BLAST score 142 

E value 3.0e-09 

Match length 28 

% identity 96 

NCBI Description (AF044573) actin [Brassica oleracea] 

Seq. No. 159795 

Seq. ID LIB3176-116-P2-K1-B12 

Method BLASTX 

NCBI GI gl669389 

BLAST score 344 

E value l.Oe-32 

Match length 7 4 

% identity 88 

NCBI Description (U42007) actin 8 [Arabidopsis thaliana] 

Seq. No. 159796 

Seq. ID LIB3176-116-P2-K1-B2 

Method BLASTX 

NCBI GI g4193388 

BLAST score 327 

E value 2.0e-30 

Match length 94 

% identity 68 

NCBI Description (AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159797 

LIB3176-116-P2-K1-B3 

BLASTN 

g2924505 

223 

l,0e-122 

416 

100 

Arabidopsis thaliana DNA chromosome 4, BAG clone M4E13 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159798 

LIB317 6-116-P2-K1-B5 

BLASTX 

g4105262 

168 

2.0e-12 

33 
97 

(AF044573) actin [Brassica oleracea] 



Seq. No. 159799 

Seq. ID LIB3176-116-P2-K1-B6 

Method BLASTN 

NCBI GI g4220640 

BLAST score 158 

E value l.Oe-83 

Match length 348 

% identity 100 



21060 



t 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 





MPEll, complete sequence 


Seq. No. 


159800 


Seq. ID 


LIB3176-116-P2-K1-B7 


Method 


BLASTN 


NCBI GI 


g3193282 


BLAST score 


59 


E value 


8.0e-25 


Match length 


171 


% identity 


81 


NCBI Description 


Arabidopsis thaliana BAC 


Seq. No. 


159801 


Seq. ID 


LIB3176-116-P2-K1-B8 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST score 


451 


E value 


5.0e-45 


Match length 


107 


% identity 


83 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S8 



ribosomal protein S8 [Oryza sativa] 



Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159802 

LIB3176-116-P2-K1-C1 

BLASTX 

g4646218 

351 

4.0e-33 

155 

52 

(AC007290) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159803 

LIB3176-116-P2-K1-C10 

BLASTX 

gl27045 

664 

7.0e-70 

125 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_99756_pir JQ0410 methionine adenosyltransf erase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi_166874 (M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4 558554_gb_AAD22647 . 1_AC007138_11 (AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159804 

LIB3176-116-P2-K1-C11 

BLASTX 

g4544408 

561 

8.0e-58 



21061 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
98 

{AC006955) unknovm protein [Arabidopsis thaliana) 
159805 

LIB3176-116-P2-K1-C2 

BLASTN 

g4757410 

470 

0,0e+00 

478 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVEll, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159806 

LIB3176-116-P2-K1-C3 

BLASTX 

g3335340 

378 

2.0e-36 

88 

81 

{AC004512) Strong simila^rity to xylglucan 
endo-transglycolsylase (TCH4) gene gb_U27 609, first exon 
contains strong similarity to meri 5 gene gb_Z17989 from A 
thaliana. EST gb_N37583 comes from this gene. [Arabidopsi 
thaliana] 

159807 

LIB317 6-116-P2-K1-C7 

BLASTX 

gl20675 

444 

3.0e-44 

91 

92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

159808 

LIB317 6-116-P2-K1-C8 

BLASTX 

gl20667 

281 

3.0e-25 

69 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 {M64119) glyceraldehyde-3-phosphate 



21062 



dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159809 

LIB3176-116-P2-K1-C9 

BLASTX 

g4580394 

274 

3.0e-24 - 

127 

43 

{AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159810 

LIB317 6-116-P2-K1-D1 

BLASTX 

g2982262 

384 

4.0e-37 

131 

56 

(AF051214) probable glutathione S-transf erase [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159811 

LIB3176-116-P2-K1-D10 

BLASTX 

g2129774 

733 

5.0e-78 

136 

98 

xyloglucan endotransglycosylase-related protein XTR4 - 
Arabidopsis thaliana (fragment) >gi_1244754 (U43486) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

159812 

LIB3176-116-P2-K1-D7 

BLASTX 

g4263712 

391 

5.0e-38 

104 

75 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159813 

LIB317 6-116-P2-K1-E1 

BLASTN 

g4678291 

167 

6.0e-89 

339 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone 



F28P10 



21063 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159814 

LIB317 6-116-P2-K1-E10 

BLASTX 

g3128228 

780 

2.0e-83 

149 

99 

{AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 {AC004481) putative ribosomal proteir 
L18A [Arabidopsis thaliana] 

159815 

LIB317 6-116-P2-K1-E11 

BLASTX 

g4006934 

569 

7.0e-59 

108 

99 

{AJ012571) glutathione transferase [Arabidopsis thaliana] 
159816 

LIB317 6-116-P2-K1-E2 

BLASTX 

g3341685 

306 

6.0e-28 

87 

70 

(AC003672) unknown protein [Arabidopsis thaliana] 
159817 

LIB317 6-116-P2-K1-E3 

BLASTX 

g2459420 

692 

3.0e-73 

137 

98 

{AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159818 

LIB317 6-116-P2-K1-E4 

BLASTX 

g2062158 

50 

2.0e-30 

100 

42 

{AC00164 5) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 



159819 



21064 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-116-P2-K1-E5 

BLASTN 

g4539353 

387 

O.Oe+00 

411 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F25I24 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159820 

LIB317 6-116-P2-K1-E6 

BLASTX 

g2911057 

634 

2.0e-66 

137 

91 

{AL021961) caffeoyl-CoA 0-methyltransf erase 
[Arabidopsis thaliana] 



like protein 



159821 

LIB317 6-116-P2-K1-E7 

BLASTN 

g2264317 

240 

l.Oe-132 

252 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



159822 

LIB3176-116-P2-K1-E8 

BLASTX 

g444340 

579 

4.0e-60 

106 

98 

catalase [Arabidopsis thaliana] 
159823 

LIB317 6-116-P2-K1-E9 

BLASTX 

g4587552 

460 

5.0e-46 

90 

99 

(AC006577) Strong similarity to gb_S77096 aldehyde 
dehydrogenase homolog from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb_T46213, 
gb_T42164, gb_T43682, gb_N96380, gb_T42973, gb 

159824 

LIB317 6-116-P2-K1-F10 



21065 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2369714 

434 

l.Oe-45 

115 

89 

(Z97178) 



elongation factor 2 [Beta vulgaris] 



159825 

LIB3176-116-P2-K1-F11 

BLASTN 

g2645198 

262 

l.Oe-145 

440 

99 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


159826 


Seq. ID 


LIB3176-116-: 


Method 


BLASTN 


NCBI GI 


g4732169 


BLAST score 


259 


E value 


l.Oe-144 


Match length 


365 


% identity 


99 


NCBI Description 


Arabidopsis 


Seq. No. 


159827 


Seq. ID 


LIB3176-116- 


Method 


BLASTN 


NCBI GI 


g2829274 


BLAST score 


199 


E value 


l.Oe-108 


Match length 


231 


% identity 


97 


NCBI Description 


Arabidopsis 



-K1-F2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



thaliana nucleoside diphosphate kinase 3 
(ndpk3) mRNA/ complete cds 

159828 

LIB317 6-116-P2-K1-F3 

BLASTX 

g3319354 

51 

5.0e-45 

125 

80 

(AF077407) contains similarity to sugar transporters (Pfam 
sugar_tr.hmm, score: 395.39) [Arabidopsis thaliana] 

159829 

LIB3176-116-P2-K1-F4 

BLASTX 

g2911057 

198 

2.0e-15 



21066 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
67 

(AL021961) caffeoyl-CoA 0-methyltransf erase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159830 

LIB3176-116-P2-K1-F6 

BLASTX 

g2262167 

726 

3.0e-77 

141 

99 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

159831 

LIB317 6-116-P2-K1-F8 

BLASTX 

gll4421 

420 

l.Oe-41 

88 

94 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82133_pir ^A24355 H+-transporting ATP synthase (EC 

3.6.1.34) beta-1 chain, mitochondrial - curled-leaved 
tobacco >gi_19685_ertib_CAA26620_ (X02868) ATP synthase beta 
subunit [Nicotiana plumbagini folia] 

159832 

LIB3176-116-P2-K1-F9 

BLASTN 

g2924733 

40 

2.0e-13 

63 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

159833 

LIB317 6-116-P2-K1-G1 

BLASTX 

g3738261 

177 

8.0e-14 

101 

56 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

159834 

LIB3176-116-P2-K1-G11 

BLASTN 

g4584339 

218 



21067 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-119 

403 

100 

Arabidopsis thaliana chromosome II BAC T23A1 genomic 
sequence, complete sequence 

159835 

LIB317 6-116-P2-K1-G2 

BLASTX 

g4218120 

397 

l.Oe-38 

135 

61 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
'Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159836 

LIB3176-116-P2-K1-G3 

BLASTN 

g2262155 

49 

l.Oe-18 

68' 
93 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

159837 

LIB3176-116-P2-K1-G4 

BLASTX 

gl041825 

147' 

3.0e-09 

145 

27 

{U26175) LPG2 [Leishmania donovani] 

>gi_1583457_prf 2120442A LPG2 gene [Leishmania donovani] 

159838 

LIB317 6-116-P2-K1-G5 

BLASTN 

g4063735 

215 

l,0e-118 

251 

96 

Arabidopsis thaliana BAC F18G18 from chromosome V near 60. 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159839 

LIB317 6-116-P2-K1-G6 

BLASTX 

g2119846 

767 

6.0e-82 
146 



21068 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

159840 

LIB3176-116-P2-K1-G7 

BLASTX 

gl32863 

542 - 

9.0e-56 

103 

97 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568_ (X65615) ribosomal protein L2 
[Sinapis alba] 

159841 

LIB317 6-116-P2-K1-G8 

BLASTX 

gl702872 

624 

3.0e-65 

125 

98 

( Y09667 ) ferredoxin-dependent glutamate synthase 
[Arabidopsis thaliana] 

159842 

LIB317 6-116-P2-K1-G9 

BLASTN 

g4586098 

200 

l.Oe-108 

284 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 

159843 

LIB317 6-116-P2-K1-H10 

BLASTX 

g399013 

335 

2.0e-31 

75 

89 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 
>gi_445607_prf 1909354A adenylate translocator 



21069 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159844 

LIB317 6-116-P2-K1-H11 

BLASTX 

g3334141 

276 

l.Oe-24 

77 

64 

CENTROMERE/MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737890 (U59149) nucleolar protein CaCbfSp [Candida 
albicans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159845 

LIB3176-116-P2-K1-H12 

BLASTX 

g3142294 

589 

.4 .Oe-61 

116 

96 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



159846 

LIB317 6-116-P2-K1-H2 

BLASTN 

g2961370 

408 

O.Oe+00 

412 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F23E13 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 



159847 

LIB317 6-116-P2-K1-H3 

BLASTN 

g2961370 

259 

l.Oe-144 

295 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F23E13 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



159848 

LIB3176-116-P2-K1-H4 

BLASTX 

g2286069 

574 

2.0e-59 

118 

91 



21070 



NCBI Description 



(U72155) beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159849 

LIB3176-116-P2-kl-H5 

BLASTX 

g399013 

364 

7.0e-35 

83 

88 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_ertib_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159850 

LIB317 6-116-P2-K1-H6 

BLASTX 

g3142294 

586 

9.0e-61 

114 

98 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 



Seq. No. 159851 

Seq. ID LIB317 

Method BLASTX 

NCBI GI g27382 

BLAST score 62 

E value 3.0e-4 

Match length 95 

% identity 96 

NCBI Description (U9720 

[Arabi 



6-116-P2-K1-H7 

48 

3 



0) cobalamin-independent methionine synthase 
dopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159852 

LIB317 6-116-P2-K1-H8 

BLASTX 

g282865 

666 

4.0e-70 

141 

69 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 



159853 



21071 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-117-P2-K1-A1 

BLASTX 

g477819 

400 

3.0e-39 

99 

77 

mitochondrial processing peptidase (EC 3.4,99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var . Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159854 

LIB317 6-117 -P2-K1-A12 

BLASTX 

gl531762 

195 

6.0e-15 

51 

75 

(Y077 65)' S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159855 

LIB3176-117-P2-K1-A2 

BLASTX 

g3122288 

143 

7.0e-09 

39 

72 

IMPORTIN ALPHA-1 SUBUNIT (KARYOPHERIN ALPHA-1 SUBUNIT) 
ALPHA) >gi_1568635 {U69533) AtKAP alpha [Arabidopsis 
thaliana] 



(KAP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159856 

LIB3176-117-P2-K1-A3 

BLASTN 

g2760829 

173 

2.0e-92 

369 

99 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159857 

LIB317 6-117-P2-K1-A4 

BLASTX 

g2062158 

702 

2.0e-74 

148 

48 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



21072 



Seq. No. ^ - - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159858 

LIB3176-117-P2-K1-A5 

BLASTX 

g4512664 

209 

3.0e-22 

74 

76 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4 54 4 471_gb_AAD22378.1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159859 

LIB317 6-117-P2-K1-A7 

BLASTX 

g2078350 

369 

l.Oe-35 

83 

87 

(U95923) transaldolase , [Solanum tuberosum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159860 

LIB317 6-117-P2-K1-A8 

BLASTX 

gl053057 

349 

3.0e-33 

74 

95 

(U38422) histone H3 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159861 

LIB317 6-117-P2-K1-A9 

BLASTX 

g4586101 

539 

3.0e-55 

117 

90 

{AL04 9638) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159862 

LIB317 6-117-P2-K1-B1 

BLASTX 

g4585978 

775 

7.0e-83 

147 

99 

(AC005287) NADP specific isocitrate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159863 

LIB317 6-117-P2-K1-B2 



21073 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2851508 

752 

3.0e-80 

153 

95 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene, [Arabidopsis 
thaliana] >gi_3482935 {AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159864 

LIB317 6-117-P2-K1-B4 
BLASTX 
g2500347 
425 

7.0e-42 
128 
69 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG 
>gi_3878691_emb_CAA90127_ (Z49911) similar ' 
protein (L7AE family); cDNA EST EMBL:D73957 , 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 



bosomal 
iS from this 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



159865 

LIB317 6-117-P2-K1-B5 

BLASTN 

g3128137 

272 

l.Oe-151 

379 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 

159866 

LIB317 6-117-P2-K1-B7 

BLASTN 

g3702736 

404 

O.Oe+00 

412 

100. 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRU, complete sequence [Arabidopsis thaliana] 

159867 

LIB317 6-117-P2-K1-B8 

BLASTN 

g2191157 

4 62 

O.Oe+00 

466 

100 



TAG clone: 



PI clone: 



21074 



NCBI Description 



Arabidopsis thaliana BAC IG002P16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159868 

LIB3176-117-P2-K1-B9 

BLASTX 

gl350680 

364 

l.Oe-34 

121 

71 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159869 

LIB317 6-117-P2-K1-C1 

BLASTX 

gl350680 

765 

l.Oe-81 

151 

99 

60S RIBOSOMAL PROTEIN LI 



159870 

LIB3176-117-P2-K1-C10 

BLASTX 

gl363489 

638 

7.0e-67 

120 

98 

thioglucosidase (EC 
thaliana >gi 9*84052 



3.2.3.1) 3D precursor - Arabidopsis 
emb CAA61592 (XB9413) thioglucoside 



glucohydrolase [Arabidopsis thaliana] 



Seq. No. 


159871 


Seq. ID 


LIB317 6-117-P2-K1-C12 


Method 


BLASTX 


NCBI GI 


g32i2877 


BLAST score 


612 


E value 


4.0e-72 


Match length 


143 


% identity 


99 


NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliana] 


Seq. No. 


159872 


Seq. ID 


LIB3176-117-P2-K1-C2 


Method 


BLASTN 


NCBI GI 


g2914688 


BLAST score 


77 


E value 


6.0e-36 


Match length 


81 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F24L7 genomic 




-sequence/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


159873 


Seq. ID 


LIB317 6-117-P2-K1-C3 



21075 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g3402487 

529 

4.0e-54 

140 

78 

(AB015138) 
thaliana] 



Vacuolar proton pyrophosphatase [Arabidopsis 



159874 

LIB317 6-117-P2-K1-C4 

BLASTN 

g2244829 

455 

O.Oe+00 

455 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

159875 

LIB3176-117-P2-K1-C6 

BLASTX . ^ 

g232031 

332 

5.0e-31 

115 

54 

ELONGATION FACTOR 1 BETA* >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



159876 

LIB3176-117-P2-K1-C7 

BLASTN 

g4741184 

158 

l.Oe-83 

294 

100 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 3, BAC clone T23J7 



159877 

LIB3176-117-P2-K1-C8 

BLASTX 

g2326372 

692 

4.0e-73 

153 

88 

(Y14404) putative arabinose kinase [Arabidopsis thaliana] 
159878 

LIB3176-117-P2-K1-C9 
BLASTN 



21076 



NCBI GI 


g3600045 


BLAST score 


204 


E value 


1 , Oe-111 


Match length 


282 


% identity 


97 


NCBI Description 


Arabidopsis 


Seq, No. 


159879 


Seq. ID 


LIB3176-117 


Method 


BLASTX 


NCBI GI 


g2642429 


BLAST score 


220 


E value 


7 ,0e-18 


Match length 


139 


% identity 


12 


NCBI Description 


{AC002391) 




thaliana] 


Seq. No. 


159880 


Seq. ID 


LIB3176-117 


Method 


BLASTN 


NCBI GI 


g2642427 


BLAST score 


69 


E value 


1 ■ Oe-30 


Match length 


101 


% identity 


92 


NCBI Description 


Arabidopsis 




sequence, c 


Seq. No. 


159881 


Seq. ID 


LIB3176-117 


Method 


BLASTX 


NCBI GI 


gl702986 


BLAST score 


685 


E value 


2.0e-72 


Match length 


140 


% identity 


99 


NCBI Description 


14-3-3-LIKE 



isoform- [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



159882 

LIB317 6-117-P2-K1-D3 

BLASTX 

gl652975 

149 

2.0e-09 

76 

42 

{D90910) hypothetical protein [Synechocystis sp.] 
159883 

LIB3176-117-P2-K1-D4 

BLASTN 

g2642427 

50 

4 .Oe-19 



21077 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
86 

Arabidopsis thaliana chromosome II BAC T20D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159884 

LIB3176-117-P2-K1-D5 

BLASTN 

g4159703 

143 

l.Oe-74 

392 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 

159885 

LIB3176-117-P2-K1-D6 

BLASTX 

gl363489 

819 

5.0e-88 

153 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

159886 

LIB317 6-117-P2-K1-D7 

BLASTX 

gl732570 

213 

3.0e-17 

56 

73 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
159887 

LIB317 6-117-P2-K1-D8 

BLASTX 

g228408 

385 

3.0e-37 

78 

54 

calmodulin 1 [Arabidopsis thaliana] 
159888 

LIB3176-117-P2-K1-E1 

BLASTX 

g4454479 

362 

2.0e-34 

72 

100 

(AC006234) putative riboflavin synthase alpha chain 



21078 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159889 

LIB3176-117-P2-K1-E5 

BLASTX 

g4587542 

261 

4.0e-23 

64 

80 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 



-P2-K1-E7 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



159890 
LIB3176-117 
BLASTX 
g4337175 
517 

l.Oe-52 
127 
80 

(AC006416) 
gb_T04111, 
gb_R90004, 

gb_AA720210 come from this gene. [Arabidopsis thaliana] 
159891 

LIB3176-117-P2-K1-E8 

BLASTX - 

g4755193 

564 

3.0e-58 

121 

94 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159892 

LIB3176-117-P2-K1-E9 

BLASTX 

g3273743 

617 

2.0e-64 

118 

99 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unJcnown protein 
[Arabidopsis thaliana] 

159893 

LIB3176-117-P2-K1-F1 

BLASTX 

g2809256 

385 

3.0e-37 
79 



21079 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(AC002560) F21B7.25 [Arabidopsis thaliana] 
159894 

LIB3176-117-P2-K1-F10 

BLASTX 

g4056469 

482 

l,0e-48 

95 

99 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T4 6403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159895 

LIB3176-117-P2-K1-F11 

BLASTX 

g4056469 

571 

5.0e-59 

115 ... * 
97 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T4 6332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

159896 

LIB317 6-117-P2-K1-F12 

BLASTX 

g4490737 

562 

6.0e-58 

123 

89 

(AL035708) putative protein [Arabidopsis thaliana] 
159897 

LIB317 6-117-P2-K1-F2 

BLASTX 

gl34889 

162 

5.0e-ll 

112 

37 

SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP6B) 

>gi_108065_pir S12981 68K protein - gray wolf 

>gi_227342_prf 1702226A SRP68 protein [Canis familiaris] 

159898 

LIB317 6-117-P2-K1-F3 

BLASTX 

g2492519 



21080 





484 


E value 


9.0e-49 


Match length 


109 


% identity 


85 


NCBI Description 


268 PROTEASE REGULATORY SUBUNIT 7 (268 PROTEASOME SUBUNIT 


7)- >gi_1395191_dbj_BAA13021_ {D86'lr2i) 26S proteasome ATPa; 




subunit [Spinacia oleracea] 


Seq. No. 


159899 


Seq. ID 


LIB317 6-117-P2-K1-F6 


Me»1~hoci 


BLASTX 


NCBI GI 


g4539408 


BLAST score 


387 


E value 


2.0e-37 


Match length 


132 


% identity 


65 


NCBI Description 


(AL049524) putative alpha NAC [Arabidopsis thaliana] 


Seq. No. 


159900 


Seq. ID 


LIB317 6-117-P2-K1-F7 




BLASTX 


NCBI GI 


g2982303 


BLAST score 


401 


E value 


4.0e-39 


Match length 


91 


% identity 


78 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Seq. No. 


159901 


Seq. ID 


LIB317 6-117-P2-K1-F8 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


171 


E value 


3.0e-91 


Match length 


452 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MSJl/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


159902 


Seq. ID 


LIB3176-117-P2-K1-G1 


Method 


BLASTN 


NCBI GI 


g3241926 


BLAST score 


214 


E value 


l.Oe-117 


Match length 


432 


% identity 


99 • 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



MSG15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



159903 

LIB317 6-117-P2-K1-G10 

BLASTX 

gl32074 

803 

3.0e-86 
151 



21081 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAS.T score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

159904 

LIB3176-117-P2-K1-G11 

BLASTX 

gl32074 

254 

3.0e-22 

71 

75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

159905 

LIB317 6-117-P2-K1-G12 

BLASTN 

g3193282 

186 * . 

l.Oe-100 

430 

74 

Arabidopsis thaliana BAC T14P8 
159906 

LIB317 6-117-P2-K1-G2 

BLASTN 

g2564051 

175 

l.Oe-93 

432 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



159907 

LIB317 6-117-P2-K1-G4 

BLASTN 

g2924651 

404 

O.Oe+00 

430 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 

159908 

LIB317 6-117-P2-K1-G5 

BLASTX 

g2911057 

619 

l.Oe-64 



TAC clone: 



21082 



Match length 

% identity 

NCBI Description 



135 
90 

(AL021961) caffeoyl-CoA 0-methyltransf erase 
[Arabidopsis thaliana] 



- like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



159909 

LIB3176-117-P2-K1-G6 

BLASTX 

gl346756 

439 

l.Oe-43 

86 

99 

SERINE/THREONINE PROTEIN PHOSPHATASE PPl ISOZYME 3 

>gi_421852_pir S31087 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain {clone T0PP3) - Arabidopsis 
thaliana >gi_166799 {M9341G) phosphoprotein phosphatase 1 
[Arabidopsis thaliana] 

159910 

LIB3176-117-P2-K1-G7 

BLASTX 

g629602 

337 . ^ 

l.Oe-31 

114 

55 

probable imbibition protein - wild cabbage 

>gi_4 88787_emb_CAA55893_ (X79330) putative imbibition 

protein [Brassica oleracea] 

159911 

LIB317 6-117-P2-K1-G8 

BLASTX 

g2914700 

545 

4 .Oe-56 

114 

59 

(AC003974) tRNA-processing protein SEN3-lilce [Arabidopsis 
thaliana] 

159912 

LIB317 6-117-P2-K1-G9 

BLASTN 

g4490717 

140 

9.0e-73 

429 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

159913 

LIB3176-117-P2-K1-H10 

BLASTX 

g3122753 



21083 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



566 

2.0e-58 

105 

99 

60S RIBOSOMAL PROTEIN L44 >gi_224 4789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159914 

LIB317 6-117-P2-K1-H11 

BLASTX 

g3122753 

520 

4.0e-53 

102 

96 

60S RIBOSOMAL PROTEIN L44 >gi_224 4 78 9_emb_CABl 0211 . 1_ 
{Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


159915 


Seq. ID 


LIB317 6-117-P2-K1-H12 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


653 


E value 


l.Oe-68 


Match length 


123 


% identity 


100 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis 


Seq. No. 


159916 


Seq. ID 


LIB3176-117-P2-K1-H2 


Method 


BLASTX 


NCBI GI 


g3281868 


BLAST score 


237 


E value 


7.0e-20 


Match jth 


46 


% iden uy 


98 


•NCBI Description 


(AL031004) putative protein [Arabidopsis th' * 


Seq. No. 


159917 


Seq. ID 


LIB3176-117-P2-K1-H3 


Method 


BLASTX 


NCBI GI 


gl363489 


BLAST score 


691 


E value 


4.0e-73 


Match le^'-^'-h 


143 


% i:} 


92 


NCBI ...1.;-.:. -, 


• ^sidp^e -(EC 




..^_CAA61592_ ^,^^o^^±^) thic 




glucohyai.,.. o,:;. . ^ idopsis thaliana] 


Seq, No. 


159918 


Seq. ID 


LIB3176-117-P2-K1-H4 


Method 


BLASTX 


NCBI GI 


gl706261 


BLAST score 


666 


E value 


4.0e-70 


Match length 


150 



Ldopsis 



21084 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

CYSTEINE PROTEINASE 2 PRECURSOR >gi_2118129_pir S59598 

cysteine proteinase 2 precursor - maize 

>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

159919 

LIB317 6-117-P2-K1-H5 

BLASTX 

g2493144 

437 

3.0e-43 

140 

67 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPAS£ 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159920 

LIB3176-117-P2-K1-H6 

BLASTX 

g4538942 

144 

6.0e-09 

101 

40 

(AL04 94 83) uncharacterized protein [Arabidopsis thaliana] 
159921 

LIB3176-117-P2-K1-H7 

BLASTX 

g2499811 

611 

9.0e-64 

118 

99 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



159922 

LIB3176-117-P2-K1-H8 

BLASTX 

g3080411 

209 

l.Oe-16 

77 

47 

(AL022604) putative protein [Arabidopsis thaliana] 
159923 

LIB317 6-118-P2-K1-A1 

BLASTX 

g2281090 



21085 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



333 

3.0e-41 

128 

69 

{AC002333) hypothetical protein [Arabidopsis thaliana] 
159924 

LIB3176-118-P2-K1-A11 

BLASTX 

g399013 

220 

3.0e-18 

47 

94 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi__16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

159925 

LIB3176-118-P2-K1-A12 

B-LASTX 

g2494041 

274 

3.0e-24 

66 

76 

DIAMINOPIMELATE EPIMERASE >gi_l 653875_db j_BAA1878 5_ 
(D90917) diaminopimelate epimerase [Synechocystis sp.] 

159926 

LIB3176-118-P2-K1-A2 

BLASTX 

g99735 

638 

7.0e-67 

125 

97 

L-ascorbate peroxidase (EC 1. 



11.1.11) precursor - 



Arabidopsis thaliana (fragment) 
159927 

LIB3176-118-P2-K1-A3 

BLASTX 

g3738291 

416 

6.0e-41 

120 

72 

{AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



159928 

LIB3176-118- 
BLASTX 



P2-K1-A4 



21086 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3123271 
491 

l.Oe-49 

115 

83 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74 381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

159929 

LIB3176-118-P2-K1-A5 

BLASTN 

g4558586 

257 

l,0e-142 

462 

94 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T5I8 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159930 

LIB317 6-118-P2-K1-A6 

BLASTN 

g2264314 

154 

2.0e-81 

170 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159931 

LIB3176-118-P2-K1-A7 

BLASTX 

gl710530 

400 

2.0e-54 

108 

97 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



159932 

LIB3176-118-P2-K1-A8 

BLASTN 

g4757402 

180 

8.0e-97 

257 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIG5, complete sequence 

159933 

LIB3176-118-P2-K1-B1 
BLASTX 



PI clone: 



21087 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3695383 
535 

7.0e-55 

105 

97 

(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2,7e-88) [Arabidopsis 
thaliana] 



Seq. No. 


159934 


Seq. ID 


LIB3176-118-P2-K1-B10 


Method 


BLASTX 


NCBI GI 


gl669387 


BLAST score 


153 


E value 


2.0e-24 


Match length 


62 


% identity 


82 


NCBI Description 


(U41998) actin 2 [Arabidopsis thaliana] 


Seq. No. 


159935 


Seq. ID 


LIB3176-118-P2-K1-B11 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


407 


E value 


l,0e-39 


Match length 


83 


% identity 


99 


NCBI Description 


(AF025667) histone H2B1 [Gossypium hirsutuiti] 


Seq. No. 


159936 


Seq. ID 


LIB317 6-118-P2-K1-B3 


Method 


BLASTX 


NCBI GI 


gll9350 


BLAST score 


631 


E value 


5.0e-66 


Match length 


125 


% identity 


98 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159937 

LIB3176-118-P2-K1-B4 

BLASTN 

g3128142 

351 

O.Oe+00 

452 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



21088 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159938 

LIB3176-118-P2-K1-B5 

BLASTX 

gll6392 

645 

l.Oe-67 

130 

95 

CHALCONE SYNTHASE (NARINGENIN-CHALCONE SYNTHASE) 

>gi_6654 3_pir SYMUCN naringenin-chalcone synthase (EC 

2.3.1.74) - Arabidopsis thaliana >gi_166670 (M20308) 
chalcone synthase [Arabidopsis thaliana) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159939 

LIB3176-118-P2-K1-B6 

BLASTX 

g3037045 

70 

2.0e-12 

116 

35 

(AF052621) hypothetical protein C0X4AL [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159940 

LIB3176-11B-P2-K1-B7 

BLASTX 

gl36739 

271 

7.0e-24 

94 

57 

UTP — GLUCOSE- 1- PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67 061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159941 

LIB317 6-118-P2-K1-B8 

BLASTX 

g2062161 

669 

2.0e-71 

138 

52 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159942 

LIB3176-118-P2-K1-B9 

BLASTX 

g2529665 

312 

3.0e-29 

72 

90 

(AC002535) putative ribosomal protein L7A [Arabidopsis 



21089 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159943 

LIB3176-118-P2-K1-C1 

BLASTX 

g584867 

232 

2,0e-19 

80 

53 

CYTOCHROME P450 77A2 (CYPLXXVIIA2 ) (P-450EG5) 

>gi_481959_pir S40266 gene CYP77A2 protein - eggplant 

>gi_542071_pir S41598 cytochrome P450 77A2 - eggplant 

>gi_4 38241_einb_CAA5064 6_ (X71655) CYP77A2 [Solanum 
melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159944 

LIB3176-118-P2-K1-C10 

BLASTX 

g3080393 

287 

l.Oe-25 

93 

66 

(AL022603) 
thaliana] 



NADH dehydrogenase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159945 

LIB3176-118-P2-K1-C11 

BLASTN 

g3335331 

290 

l.Oe-162 

461 

98 

Arabidopsis thaliana chromosome 1 BAC T8F5 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



159946 

LIB3176-118-P2-K1-C2 

BLASTN 

g2275194 

445 

O.Oe+OO 

470 

98 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159947 

LIB3176-118-P2-K1-C3 

BLASTX 

g4049348 

334 

7.0e-32 

72 

82 



21090 



NCBI Description 



(AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159948 

LIB3176-118-P2-K1-C7 

BLASTX 

g2832649 

674 

5.0e-71 

132 

100 

(AL021710) adenylosuccinate lyase - like protein 
[Arabidopsis thaliana] 

159949 

LIB317 6-118-P2-K1-C8 

BLASTX 

g2760362 

671 

l.Oe-70 

132 

100 

(AF016511) 15,9 kDa subunit of RNA polymerase II . 
[Arabidopsis thaliana] 

159950 

LIB317 6-118-P2-K1-C9 

BLASTX 

gll36793 

70 

2.1e+00 

97 

46 

(X91486) PMSR protein [Brassica napus] 
159951 

LIB317 6-118-P2-K1-D1 

BLASTX 

g3023848 

463 

3.0e-46 

111 

31 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159952 

LIB317 6-118-P2-K1-D10 

BLASTX 

gl486472 

508 

l.Oe-51 

115 

87 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



21091 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159953 

LIB317 6-118-P2-K1-D11 

BLASTN 

g3386593 

72 

4.0e-32 

144 

88 

Arabidopsis thaliana chromosome II BAG F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159954 

LIB317 6-118-P2-K1-D12 

BLASTN 

g287378 

75 

6.0e-34 

79 , . 

99 

Oryza sativa mitochondrial gene for tRNA-Arg, complete 
sequence, clone :pMTVSCT4 

159955 

LIB3176-118-P2-K1-D3 

BLASTX 

gll3026 

680 

9.0e-72 

145 

89 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 4 7142_prf ;1913424A 

isocitrate lyase [Brassica napus] ^' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



159956 

LIB3176-118-P2-K1-D4 

BLASTX 

gll3026 

611 

l.Oe-63 

132 

89 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_1128 62 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4,1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 4 7142_prf 1913424A 

isocitrate lyase [Brassica napus] 

159957 

LIB317 6-118-P2-K1-D5 



21092 



Method 


BLASTN 


NCBI GI 


g2058281 


BLAST score 


50 


E value 


l.Oe-19 


Match length 


74 


% identity 


92 


NCBI Description 


A.thaliana mRNA for AtRanBPla protein 


Seq. No. 


159958 


Seq. ID 


LIB3176-118-P2-K1-D6 


Method 


BLASTX 


NCBI GI 


g3738284 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


43 


% identity 


70 


NCBI Description 


(AC005309) unknown protein [Arabidopsi; 


Seq. No. 


159959 


Seq. ID 


LIB317 6-118-P2-K1-D7 


Method 


BLASTX 


NCBI GI 


g3184272 


BLAST score 


787 


E value 


2.0e-84 


Match length 


141 


% identity 


48 


NCBI Description 


(AC004136) hypothetical protein [Arabii 


Seq. No. 


159960 


Seq. ID 


LIB317 6-118-P2-K1-D8 


Method 


BLASTX 


NCBI GI 


gll69278 


BLAST score 


326 


E value 


2.0e-30 


Match length 


129 


% identity 


57 


NCBI Description 


DEHYDRIN ERD14 >gi_5564 7 4_dbj_BAA04 5 69 




protein [Arabidopsis thaliana] 


Seq. No. 


159961 


Seq. ID 


LIB317 6-118-P2-K1-E1 


Method 


BLASTX 


NCBI GI 


g280386 


BLAST score 


313 


E value 


4.0e-29 


Match length 


60 


% identity 


98 



NCBI Description 



ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi_166930 (J05507) ubiquitin extension protein (UBQl) 
[Arabidopsis thaliana] >gi_166932 (J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4678227_gb_AAD26972. 1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



159962 

LIB3176-118-P2-K1-E10 
BLASTX 



21093 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4567260 
765 

9.0e-82 

145 

100 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582440_gb_AAD24825.1_AC007142_3 (AC007142) putative 
NADPH-dependent mannose-6-phosphate reductase [Arabidopsis 
thaliana] 

159963 

LIB3176-118-P2-K1-E11 

BLASTX 

gll9143 

660 

2.0e-69 

126 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 453 
{X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455__ 
{X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

159964 

LIB3176-118-P2-K1-E2 

BLASTN 

g2245031 

40 

2.0e-13 

182 

99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



159965 

LIB3176-118-P2-K1-E3 

BLASTX 

g4263525 

576 

l.Oe-59 

134 

85 

{AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

159966 

LIB3176-118-P2-K1-E5 

BLASTN 

g2191126 

90 



21094 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-43 

236 

97 

Arabidopsis thaliana BAC IG002N01 
159967 

LIB3176-118-P2-K1-E6 

BLASTN 

g2352491 

207 

l.Oe-113 . 

271 

93 

Arabidopsis thaliana transport inhibitor response 1 (TIRl) 
gene, complete cds 

159968 

LIB3176-118-P2-K1-E8 

BLASTN 

g3264774 

236 

l.Oe-130 

392 

100 

Arabidopsis thaliana BAC T8A17 chromosome IV, complete 
sequence [Arabidopsis thaliana] 

159969 
-LIB3176-118-P2-K1-E9 
BLASTN 
g2702261 
152 

3.0e-80 

196 

94 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

159970 ' 

LIB3176-118-P2-K1-F10 

BLASTN 

g2695704 

262 

l.Oe-145 

375 

99 

A. thaliana constans gene 
159971 

LIB3176-118-P2-K1-F11 

BLASTX 

g3150415 

592 

2.0e-61 

120 

35 

{AC004165) secl3-related protein [Arabidopsis thaliana] 



21095 



>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159972 

LIB3176-118-P2-K1-F12 

BLASTX 

gl70352 

396 

2.0e-38 

80 

17 

(M74101) hexameric polyubiquitin [Nicotiana sylvestris] 
>gi_870792 (L05361) polyubiquitin [Arabidopsis thaliana] 
>gi_4115333 (L8.1139) ubiquitin [Pisum sativum] >gi_4115335 
(L81140) ubiquitin [Pisum sativum] 

159973 

LIB317 6-118-P2-K1-F2 

BLASTX 

g2618701 

728 

2.0e-77 

141 

99 

(AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159974 

LIB317 6-118-P2-K1-F3 

BLASTX 

g3914535 

174 

5.0e-13 

44 

80 

60S RIBOSOMAL PROTEIN L13A >gi_27 91948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159975 

LIB317 6-118-P2-K1-F5 

BLASTX 

g4455235 

262 

5.0e-23 

69 

80 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 

159976 

LIB317 6-118-P2-K1-F6 

BLASTX 

g2104535 

229 

3.0e-35 

87 

92 

(AF001308) T10M13.13 [Arabidopsis thaliana] 



21096 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159977 

LIB317 6-118-P2-K1-F7 

BLASTX 

g3169171 

550 

l.Oe-56 

123 

80 

(AC0O44O1) putative serine carboxypeptidase I [Arabidopsi 
thaliana] >gi_3445213 {AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159978 

LIB3176-118-P2-K1-F8 

BLASTN 

g2244747 

315 

l.Oe-177 

395 

99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159979 

LIB3176-118-P2-K1-F9 

BLASTX 

g3482978 

579 

5.0e-60 

123 

89 

{AL031369) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159980 

LIB317 6-118-P2-K1-G1 

BLASTN 

g3449326 

71 

9.0e-32 

122 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159981 

LIB3176-118-P2-K1-G10 

BLASTX 

g4006883 

510 

6.0e-52 

122 

81 

(Z99707) cysteine proteinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



159982 

LIB317 6-118-P2-K1-G12 



21097 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g3149952 

281 

5.0e-25 
62 

81 ^ ■ 

(AB010259) DRHl [Arabidopsis thaliana] 
159983 

LIB317 6-118-P2-K1-G2 

BLASTN 

g2351065 

156 

2.0e-82 

356 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone: 



159984 

LIB317 6-118-P2-K1-G3 

BLASTX 

gl363489 

204 

l.Oe-16 ' 

44 

89 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X8 9413)-'thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

159985 

LIB3176-118-P2-K1-G4 

BLASTX 

gll72873 

306 

4,0e-31 

87 

91 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

159986 

LIB317 6-118-P2-K1-G5 

BLASTX 

g4584110 

143 

9.0e-09 

52 

56 

(AJ133639) SAH7 protein [Arabidopsis thaliana] 
159987 

LIB3176-118-P2-K1-G6 
BLASTX 



21098 



NCBI GI g4335737 

BLAST score 220 

E value 8.0e-18 

Match length 136 

% identity 26 

NCBI Description (AC006248) putative serine/threonine kinase [Arabidopsis 
thaliana] 

Seq. No. 159988 

Seq. ID LIB3176-118-P2-K1-G7 

Method BLASTN 

NCBI GI g3449326 

BLAST score 301 

E value l.Oe-169 

Match length 337 

% identity 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K19M22, complete sequence [Arabidopsis thaliana] 

Seq. No. 159989 

Seq. ID LIB3176-118-P2-K1-G8 

Method BLASTX 

NCBI GI g2738248 

BLAST score 547 ■ 

E value 2.0e-56 

Match length 111 

% identity 99 

NCBI Description (U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

Seq. No. 159990 

Seq. ID LIB3176-118-P2-K1-G9 

Method BLASTX 

NCBI GI g2262098 

BLAST score 630 

E value 5.0e-66 

Match length 130 

% identity 97 

NCBI Description (AC002343): HSP90 isolog [Arabidopsis thaliana] 

Seq. No. 159991 

Seq. ID LIB3176-118-P2-K1-H10 

Method BLASTX 

NCBI GI g2654122 

BLAST score 327 

E value l.Oe-30 

Match length 101 

% identity 67 

NCBI Description (AF034 694) ribosomal protein L23a [Arabidopsis thaliana] 

Seq. No. 159992 

Seq. ID LIB3176-118-P2-K1-H11 

Method BLASTX 

NCBI GI g4490732 

BLAST score 421 

E value 6.0e-42 

Match length 78 



21099 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

159993 

LIB3176-118-P2-K1-H12 

BLASTN 

g4510338 

293 

l.Oe-164 

326 

97 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

159994 

LIB3176-118-P2-K1-H2 

BLASTX 

gl20667 

178 

5.0e-13 

65 

62 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287' glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

159995 

LIB3176-118-P2-K1-H3 

BLASTX 

g4006883 

772 

l.Oe-82 

146 

99 

(Z99707) cysteine proteinase [Arabidopsis thaliana] 
159996 

LIB317 6-118-P2-K1-H4 

BLASTX 

g4586249 

317 

3.0e-29 

130 

57 

(AL049640) 
thaliana] 



putative pollen surface protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



159997 

LIB3176-118-P2-K1-H5 

BLASTX 

g2244750 

701 



21100 



E value 
Match length 
% identity 
NCBI Description 



3.0e-74 

143 

90 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi__3088579 (AF059581) S-adenosyl-L-homocysteine hydrolas.e 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



159998 

LIB3176-118-P2-K1-H6 

BLASTX 

g2058282 

350 

3.0e-33 

96 

76 

(X97377) atranbpla [Arabidopsis thaliana] 
159999 

LIB3176-118-P2-K1-H7 

BLASTN 

g2264316 

52 

3.0e-20 

406 

38 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160000 

LIB3176-118-P2-K1-H8 

BLASTX 

gl66765 

592 

2.0e-61 

116 

97 

(M23106) heat shock protein HSP70-1 [Arabidopsis thaliana] 
160001 

LIB3176-118-P2-K1-H9 

BLASTX 

g2832625 

450 

8.0e-45 

99 

85 

(AL021711) putative protein [Arabidopsis thaliana] 
160002 

LIB3176-119-P2-K1-A10 

BLASTX 

g2961372 

713 

l.Oe-75 

137 

99 

(AL022141) putative ribosomal protein L8 [Arabidopsis 



21101 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_3036817_einb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

160003 

LIB317 6-119-P2-K1-A11 

BLASTN 

g3036791 

39 

2.0e-12 

131 

82 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19K4 
(ESSAII project) 

160004 

LIB317 6-119-P2-K1-A2 

BLASTX 

gl350981 

146 

l.Oe-09 

46 

63 

40S RIBOSOMAL PROTEIN S3A (S PHASE SPECIFIC PROTEIN BIS289) 

>gi_480282_pir S36622 hypothetical protein - turnip 

>gi_387909 {L23553) S-phase-specif ic protein [Brassica 
rapa] >gi_397401_emb_CAA81030_ {Z25769) putative product 
[Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160005 

LIB317 6-119-P2-K1-A6 

BLASTX 

g2829526 

177 

9.0e-13 

68 

51 

GUANYLATE KINASE (GMP KINASE) >gi_1542897_emb__CAB02172_ 
- (Z80108) gmk [Mycobacterium tuberculosis] 

160006 

LIB317 6-119-P2-K1-A7 

BLASTN 

g3766106 

137 

6.0e-71 

149 

98 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160007 

LIB317 6-119-P2-K1-A8 

BLASTN 

g4678340 

270 

l.Oe-150 
290 



21102 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana DNA chromosome 3, BAC clone T29H11 
(ESSA project) 

160008 

LIB317 6-119-P2-K1-A9 

BLASTN 

g4455229 

439 

O.Oe+00 

446 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13M23 
(ESSAII project) 

160009 

LIB317 6-119-P2-K1-B10 

BLASTX 

g4210334 

639 

6.0e-67 

146 

90 

(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 

160010 

LIB3176-119-P2-K1-B11 

BLASTN 

g3641835 

135 

8.0e-70 

402 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
{ESSAII project) 

160011 ' 

LIB317 6-119-P2-K1-B2 

BLASTX 

g99698 

523 

2.0e-53 

100 

99 

glutamate — ammonia ligase (EC 6.3.1.2), cytosolic (clone 
lambdaAtgskb6) - Arabidopsis thaliana 

160012 

LIB317 6-119-P2-K1-B4 

BLASTX 

g3834328 

777 

4,0e-83 

146 

99 

{AC005679) Strong similarity to glycoprotein EPl gb_L16983 



21103 



Daucus carota and a member of S locus glycoprotein family 
PF_00954. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160013 

LIB3176-119-P2-K1-B5 

BLASTX 

g3377797 

201 

3.0e-16 

58 

74 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 


160014 


Seq. ID 


LIB3176-119-P2-K1-B6 


Method 


BLASTX 


NCBI GI 


g3785996 


BLAST score 


445 


E value 


3.0e-44 


Match length 


89 


% identity 


58 


NCBI Description 


(AC005499) putative annexin [Arabidopsis thaliana] 


Seq. No, 


160015 


Seq. ID 


LIB3176-119-P2-K1-B8 


Method 


BLASTX 


NCBI GI 


g281807 


BLAST score 


575 


E value 


2.0e-59 


Match length 


145 


% identity 


71 


NCBI Description 


adenylosuccinate lyase - Escherichia coli 


Seq. No. 


160016 


Seq. ID 


LIB3176-119-P2-K1-B9 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


266 


E value 


l.Oe-23 


Match length 


70 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


160017 


Seq. ID 


LIB317 6-119-P2-K1-C1 


Method 


BLASTX 


NCBI GI 


g3892056 


BLAST score 


394 


E value 


l.Oe-38 


Match length 


89 


% identity 


90 



NCBI Description {AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160018 

LIB3176-119-P2-K1-C10 

BLASTX 

g4539297 

375 

5.0e-36 

137 

58 

(AL049480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 

160019 

LIB3176-119-P2-K1-C11 

BLASTX 

g2129533 

552 

6.0e-57 

112 

96 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb_CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 

160020 

LIB3176-119-P2-K1-C12 

BLASTX 

g4580920 

362 

l.Oe-34 

89 

79 

(AF113545) 
tabacum] 



vacuole-associated annexin VCaB42 [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160021 

LIB3176-119-P2-K1-C4 

BLASTX 

g2160174 

368 

2.0e-35 

92 

84 

(AC000132) Identical to A. thaliana PUR2 (gb_X74766) . ESTs 
gb_ATTS3927, gb_N9644 6 come from this gene. [Arabidopsis 
thaliana] 

160022 

LIB3176-119-P2-K1-C6 

BLASTX 

g2244750 

548 

2.0e-56 

113 

94 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



21105 



Seq. No. 


160023 


Seq. ID 


LIB3176-119-P2-K1-C7 


Method 


BLASTX 


NCBI GI 


g3892056 


BLAST score 


442 


E value 


6.0e-44 


Match length 


92 


% identity 


99 


NCBI Description 


(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 


Seq. No. 


160024 


Seq. ID 


LIB3176-119-P2-K1-C8 


Method 


BLASTX 


NCBI GI 


g3913653 


BLAST score 


730 


E value 


l.Oe-77 


Match length 


151 


% identity 


88 


NCBI Description 


FERREDOXIN — NAD? REDUCTASE, EMBRYO ISOZYME PRECURSOR (FNR) 




>gi_1778686_dbj_BAA13417_ (D87547) precursor 




f erredoxin-NADP+ oxidoreductase [Oryza sativa] 


Seq. No. 


160025 


Seq. ID 


LIB3176-119-P2-K1-D1 


Method 


BLASTN 


NCBI GI 


g498913 


BLAST score 


161 


E value 


l.Oe-85 


Match length 


177 


% identity 


98 


NCBI Description 


Arabidopsis thaliana Columbia glutamate-l-semialdehyde 




aminotransferase (gsa2) gene, complete cds 


Seq. No- 


160026 


Seq. ID 


LIB3176-119-P2-K1-D10 


Method 


BLASTN 


NCBI GI 


g247;7521 


BLAST score 


32 


E value 


3.0e-08 


Match length 


378 


% identity 


11 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F22K20 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


160027 


Seq. ID 


LIB3176-119-P2-K1-D11 


Method 


BLASTX 


NCBI GI 


gl351272 


BLAST score 


o "J n 

270 


E value 


7.0e-24 


Match length 


78 


% identity 


72 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414 550 




(U0294 9) cytosolic triose phosphate isomerase [Arabidopsis 




thaliana] >gi_742408_prf 2009415A triose phosphate 




isomerase [Arabidopsis thaliana] 



21106 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160028 

LIB3176-119-P2-K1-D12 

BLASTX 

g2146731 

398 

9.0e-39 

120 

32 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
{U49453) rofl [Arabidopsis thaliana] 

160029 

LIB3176-119-P2-K1-D3 

BLASTN 

g3228389 

181 

3.0e-97 

208 

100 

Genomic sequence for Arabidopsis thaliana BAG F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160030 

LIB3176-119-P2-K1-D4 

BLASTX 

g3342802 

375 

3.0e-36 

100 

75 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 

160031 

LIB3176-119-P2-K1-D6 

BLASTX 

gl32074 

661 

l.Oe-69 

126 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RQBISCO SMALL SUBUNIT lA) >gi_680 63_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160032 

LIB3176-119-P2-K1-D7 

BLASTN 

gl532162 

51 

8.0e-20 

361 

55 

Arabidopsis thaliana AT. I. 24-1, AT. I. 24-2, 
AT. 1.24-4, AT. 1.24-5, AT. I. 24-6, AT. I. 24-9 



AT. I. 24-3, 
and AT. I. 24-14 



21107 



genes, partial cds, AT. 1.24-7, ascorbate peroxidase 
(ATHAPXl), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160033 

LIB3176-119-P2-K1-D8 

BLASTN 

gl"732514 

450 

O.Oe+00 

450 

100 

Arabidopsis thaliana myosin heavy chain-like protein itiRNA, 
complete cds 

160034 

LIB3176-119-P2-K1-D9 

BLASTX 

g2119012 

148 

7 .Oe-10 

75 

43 

histone 3.3A - chicken >gi_211851 (M11667) histone 3 . 3A 
[Gallus gallus] 



Seq. No. 160035 

Seq. ID LIB3176-119-P2-K1-E1 

Method BLASTX 

NCBI GI gl22085 

BLAST score 522 

E value 2.0e-53 

Match length 122 

% identity 8 6 

NCBI Description HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea* mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 {M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



21108 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160036 

LIB3176-119-P2-K1-E10 

BLASTX 

gl363487 

517 

8.0e-53 

107 

97 

IAA7 protein - Arabidopsis thaliana >gi_972917 {U18409) 
IAA7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160037 

LIB3176-119-P2-K1-E12 

BLASTX 

g4454036 

555 

3.0e-57 

103 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160038 

LIB317 6-119-P2-K1-E2 

BLASTN 

gl322277 

32 

l.Oe-08 

60 

88 

Arabidopsis thaliana cyclophilin (R0C4) gene, nuclear gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160039 

LIB317 6-119-P2-K1-E3 

BLASTN 

g4159712 

81 

2.0e-38 

81 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160040 

LIB3176-119-P2-K1-E5 

BLASTX 

g2529665 

176 

2.0e-13 

50 

68 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 



160041 



21109 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 6-119-P2-K1-E7 

BLASTN 

g4757409 

269 

l.Oe-150 

277 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MVC8, complete sequence 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI.. Description 



160042 

LIB3176-119-P2-K1-E8 

BLASTN 

g3297806 

80 

l.Oe-37 

88 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone F17I5 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160043 

LIB3176-119-P2-K1-F10 

BLASTX 

g2924779 

630 

6.0e-66 

126 

98 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj__BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA2524 9_ {AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 


160044 


Seq. ID 


LIB317 6-119-P2-K1-F11 


Method 


BLASTN , ' 


NCBI GI • 


gl742952 


BLAST score 


135 


E value 


6.0e-70 


Match length 


175 


% identity 


93 


NCBI Description 


A. thaliana mRNA for CLC-a chloride channel protein 


Seq. No. 


160045 


Seq. ID 


LIB3176-119-P2-K1-F12 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


329 


E value 


l.Oe-30 


Match length 


141 


% identity 


51. 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


160046 


Seq. ID 


LIB317 6-119-P2-K1-F2 



21110 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl785851 

148 

8.0e-10 

53 

55 

(D50692) c-myc binding protein [Homo sapiens] 

>gi_24 4 3310_dbj_BAA224 08_ {AB007191) AMY-1 [Homo sapiens] 

160047 

LIB317 6-119-P2-K1-F3 

BLASTN 

g4309683 

228 

l.Oe-125 

248 

98 

Arabidopsis thaliana chromosome 1 BAG T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

160048 

LIB317 6-119-P2-K1-F4 

BLASTX 

g2244909 

736 

2.0e-78 

147 

99 

(Z97339) pyruvate, or thophosphate dikinase [Arabidopsis 
thaliana] 

160049 

LIB317 6-119-P2-K1-F5 

BLASTX 

g3600058 

202 

4.0e-16 

46 

93 

(AF080120) 
thaliana] 



similar to vacuolar ATPases [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



160050 

LIB3176-119-P2-K1-F6 

BLASTX 

gl32863 

614 

4.0e-64 

123 

93 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568_ {X65615) ribosomal protein L2 
[Sinapis alba] 

160051 

LIB317 6-119-P2-K1-F7 
BLASTX 



21111 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



g4432859 
251 

2.0e-21 

86 

59 

(AC006300) unknown protein [Arabidopsis thaliana] 
160052 

LIB317 6-119-P2-K1-F8 

BLASTX 

g2829869 

346 

8.0e-33 

83 

86 

(AC002396) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

160053 

LIB317 6-119-P2-K1-G1 

BLASTX 

g2459420 

640 

3.0e-67 

126 

98 

(AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 

160054 

LIB317 6-119-P2-K1-G10 

BLASTX 

gll70040 

318 

6.0e-30 

61 

100 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_4 51198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_194 4 448__dbj_BAA19653_ 

(D8 9620) glutathione reductase precursor [Arabidopsis 
thaliana] >gi_740576_prf 200537 6A glutathione reductase 

[Arabidopsis thaliana] 

160055 

LIB317 6-119-P2-K1-G11 

BLASTX 

g2894596 

580 

5.0e-60 

115 

97 

(AL021889) putative protein [Arabidopsis thaliana] 
160056 

LIB317 6-119-P2-K1-G12 
BLASTX 



21112 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2462746 
391 

5.0e-38 

98 

80 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160057 

LIB3176-119-P2-K1-G2 

BLASTX 

gl32074 

624 

3.0e-65 

114 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

160058 

LIB3176-119-P2-K1-G4 

BLASTX 

g3193323 

609 

2.0e-63 

122 

98 

{AF069299) similar to ribosomal protein S13 (Pfam; SlS.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 

160059 

LIB317 6-119-P2-K1-G5 

BLASTX 

g3334123 

373 

8.0e-36 

107 

77 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 

{AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 

160060 

LIB3176-119-P2-K1-G6 

BLASTX 

g4582787 

533 

l.Oe-54 

145 

69 

{AJ012281) adenosine kinase [Zea mays] 



21113 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160061 

LIB3176-119-P2-K1-G7 

BLASTX 

gl710581 

554. 

5.0e"57 

124 

90 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_11074 89_einb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160062 

LIB317 6-119-P2-K1-G8 

BLASTX 

g3894178 

362 

2.0e-37 

80 

90 

(AC005312) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160063 

LIB3176-119-P2-K1-H1 

BLASTX 

g3319350 

484 

5.0e-49 

98 

98 

(AF077407) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160064 

LIB317 6-119-P2-K1-H12 

BLASTN 

g2244747 

173 

8.0e-93 

185 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160065 

LIB3176-119-P2-K1-H2 

BLASTN 

g4220635 

190 

l.Oe-102 

258 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 



160066 



21114 



Seq. ID 


LIB3176-119-P2-K1-H4 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


564 


E value 


3.0e-58 


Match length 


114 


% identity 


100 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis thaliana] 


Seq. No. 


160067 


Seq. ID 


LIB3176-119-P2-K1-H5 


Method 


BLASTX 


NCBI GI 


g2262167 


BLAST score 


590 


E value 


3.0e-61 


Match length 


112 


% identity 


100 


NCBI Description 


{AC002329) cytosolic ribosomal protein S4 




thaliana] 


Seq. No. 


160068 


Seq. ID 


LIB3176-119-P2-K1-H6 


Method 


BLASTN 


NCBI GI 


g4583545 


BLAST score 


311 


E value 


l.Oe-175 


Match length 


315 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for chloroplast ■ 


Seq. No. 


160069 


Seq. ID 


LIB3176-119-P2-K1-H8 


Method 


BLASTX 


NCBI GI 


g3776561 


BLAST score 


519 


E value 


4 .Oe-53 


Match length 


107 


% identity 


•ioo* 


NCBI Description 


(AC005388) Identical to DNA for acyl carri* 




gene A2 gb X57699 from A. thaliana. ESTs < 




gb_T42821, gb_N65229, gb_N97267, gb_F15491 




come from this gene. [Arabidopsis thaliana 


Seq. No. 


160070 


Seq. ID 


LIB317 6-119-P2-K1-H9 


Method 


BLASTN 


NCBI GI 


g3869072 


BLAST score 


185 


E value 


l.Oe-99 


Match length 


193 


% identity 


99 



[Arabidopsis 



(ACP) 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



160071 

LIB317 6-120-P2-K1-A1 
BLASTN 



21115 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4662609 
446 

O.Oe+00 
4 67 
99 

Genomic sequence for Arabidopsis thaliana BAG F10A5, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160072 

LIB317 6-120-P2-K1-A11 

BLASTN 

g2454181 

193 

l.Oe-104 

248 

98 

Arabidopsis thaliana pyruvate dehydrogenase El alpha 
subunit mRNA, nuclear gene encoding plastid protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160073 

LIB3176-120-P2-K1-A4 

BLASTX 

g58299 

231 ' - • 

9.0e-20 

56 

86 

{X68342) modified transit peptide for chloroplast targeting 
of the CrylA(c) protein [synthetic construct] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160074 

LIB317 6-120-P2-K1-A5 

BLASTN 

g2244991 

395 

O.Oe+00 

395 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160075 

LIB3176-120-P2-K1-A7 

BLASTX 

g2864622 

690 

6.0e-73 

158 

91 

(AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160076 

LIB3176-120-P2-K1-B1 

BLASTX 

gl21075 

514 



21116 



E value 
Match length 
% identity 
NCBI Description 



3.0e-52 

132 

79 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi_166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (L)27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 {AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 

thaliana] >gi_4 45119_prf 1908425A Gly 

decarboxylase: SUBUNIT^H protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160077 

LIB3176-120-P2-K1-B11 

BLASTX 

g548355 

307 

3.0e-28 

91 

66 

NITRATE REDUCTASE 1 (NRl) >gi_4 8 6751_pir S3522B nitrate 

reductase (NADH) (EC 1.6.6.1) 1 - Arabidopsis thaliana 
>gi_22757_emb_CAA7 94 94_ {Z19050) nitrate reductase 

[Arabidopsis thaliana] >gi_4 4828 6_prf 1916406A nitrate 

reductase [Arabidopsis thaliana] 

160078 

LIB3176-120-P2-K1-B12 

BLASTX 

gl32110 

427 

2.0e-42 

83 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160079 

LIB3176-120-P2-K1-B2 

BLASTX 

g267073 

533 

l.Oe-54 

100 

98 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160080 

LIB3176-120-P2-K1-B3 

BLASTX 

gl66765 



21117 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



480 

l.Oe-48 

96 

96 

(M23106) heat shock protein HSP70-1 



[Arabidopsis thaliana] 



160081 

LIB3176-120-P2-K1-B6 

BLASTN 

g4753195 

210 

l.Oe-114 

218 

99 

Arabidopsis thaliana BAG F15A18 from chromosome 
cM, complete sequence 



V near 68.5 



160082 

LIB3176-120-P2-K1-B7 

BLASTX 

gl864017 

614 

4.0e-64 

120 

98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
160083 

LIB3176-120-P2-K1-B8 

BLASTX 

g2146730 

776 

5.0e-83 

145 

100 

farnesyl diphosphate synthase (EC 2.5.1.10) FPS2 - 
Arabidopsis thaliana >gi_1146161 (L46350) farnesyl 
diphosphate synthase [Arabidopsis thaliana] >gi_114 6163 
(L46349) farnesyl diphosphate synthase [Arabidopsis 
thaliana] >gi_2245078_emb_CAB10500_ (Z97343) farnesyl 
diphosphate synthase (FPS2) protein [Arabidopsis thaliana] 

160084 

LIB317 6-120-P2-K1-B9 

BLASTX 

g2146730 

347 

1.0e-*32 

84 

79 

farnesyl diphosphate synthase (EC 2.5.1.10) FPS2 - 
Arabidopsis thaliana >gi_1146161 (L46350) farnesyl 
diphosphate synthase [Arabidopsis thaliana] >gi_1146163 
(L46349) farnesyl diphosphate synthase [Arabidopsis 
thaliana] >gi_2245078_emb_CAB10500_ (Z97343) farnesyl 
diphosphate synthase (FPS2) protein [Arabidopsis thaliana] 



21118 



Seq. No. 


IdOOod 


Seq. ID 


LIB317 6-120-P2-K1-C10 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


275 


E value 


1 . Oe-24 


Match length 


65 


% identity 


30 


NCBI Description 


{AC005508) 9058 [Arabxdopsis tnali* 


Seq. No. 


1 /T r\ r\ o 

160086 


Seq. ID 


LIB3 176-12 0-P2-K1-C11 


Method 


BLASTX 


NCBI GI 


gl350965 


BLAST score 


159 


E value 


2 . Oe-11 


Match length 


36 


% identity 


81 


NCBI Description 


40S RIBOSOMAL PROTEIN S23 (S12) 


Seq. No. 


160087 


Seq. ID 


LIB317 6-120-P2-K1-C12 


Method 


BLASTX 


NCBI GI 


g3790102 


BLAST score 


505 


E value 


3 . Oe-51 


Match length 


120 


% identity 


75 


NCBI Description 


(AF095521 ) pyrophosphate-dependent 




alpha subunit [Citrus X paradisi] 


Seq. No. 


160088 


Seq. ID 


LIB3176-120-P2-K1-C3 


Method 


BLAb 1 A 


NCBI GI 


gl905876 


BLAST score 


286 


E value 


3.0e-26 


Match length 


58 


% identity 


98 


NCBI Description 


(U90879) biotin carboxylase subuni 



>gi_1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_3047099 (AF058826) Arabidopsis thaliana biotin 
carboxylase subunit (GB:U90879) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160089 

LIB3176-120-P2-K1-C4 

BLASTX 

g2191128 

299 

9.0e-28 

70 

90 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 



Seq. No. 



160090 



21119 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-120-P2-K1-C5 

BLASTX 

g399013 

391 

5.0e-38 

75 

100 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175__emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160091 

LIB317 6-120-P2-K1-C6 

BLASTX 

g2826811 

439 

8.0e-44 

85 

100 

(AJ002892) AtGRP2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160092 

LIB317 6-120-P2-K1-C7 

BLASTN 

g3510340 

45 

l.Oe-16 

57 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDNll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160093 

LIB317 6-120-P2-K1-C8 

BLASTN 

g2826810 

46 

2.0e-17 

46 

100 

Arabidopsis thaliana mRNA for glycine-rich RNA-binding 
protein (AtGRP2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160094 

LIB317 6-120-P2-K1-C9 

BLASTX 

gl732570 

164 

7.0e-12 

31 

100 

(U72153) beta-glucosidase [Arabidopsis thaliana] 



21120 



Seq. No. 


160095 


Seq. ID 


LIB3176-120 


Method 


BLASTN ' 


NCBI GI 


g4580744 


BLAST score 


54 


E value 


6 . Oe-22 


Match length 


106 


% identity 


59 


NCBI Description 


Sequence of 




1, complete 


Seq. No. 


160096 


Seq. ID 


LIB3176-120 


Method 


BLASTN 


NCBI GI 


gl6174 


BLAST score 


66 


E value 


7 . Oe-29 


Match length 


90 


% identity 


93 


NCBI Description 


A.thaliana ^ 


Seq. No. 


160097 


Seq. ID 


LIB3176-120 


Method 


BLASTX 


NCBI GI 


g3421123 


BLAST score 


533 


E value 


1 .Oe-54 


Match length 


110 


% identity 


95 


NCBI Description 


(AF043538) : 




thaliana] 


Seq. No. 


160098 


Seq. ID 


LIB3176-120 


Method 


BLASTX 


NCBI GI 


g4544432 


BLAST score 


250 


E value 


2 .Oe-21 


Match length 


59 


% identity 


80 


NCBI Description 


(AC006955) ] 




[Arabidopsi 


Seq. No. 


1 r\ r\ r\ r\ 

160099 


Seq. ID 


LIB 31 / D-lzU 


Method 


T TV mXT 

BLASTN 


NCBI GI 


g2244870 


BLAST score 


288 


E value 


1 . Oe-161 


Match length 


288 


% identity 


93 


NCBI Description 


Arabidopsis 




fragment No 


Seq. No. 


160100 


Seq. ID 


LIB3176-120 


Method 


BLASTN . , 



-D2 



-D3 



I contig 



21121 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3046853 
137 

3.0e-71 

222 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160101 

LIB317 6-120-P2-K1-D7 

BLASTN 

gl235717 

54 

6.0e-22 

113 

95 

Arabidopsis thaliana mRNA for calcium-dependent protein 
kinase (CDPK) , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160102 

LIB3176-120-P2-K1-D8 

BLASTN 

g2564050 

237 

l.Oe-131 

257 

98 

Arabidopsis thaliana genomic DN A,, ...chromosome 5, PI clone 
MUA22, complete sequence [Arabidopsis thaliana]' 

160103 

LIB317 6-120-P2-K1-D9 

BLASTX 

g3273743 

253 

2.0e-22 

59 

85 

(AF057357) lipid transfer protein 2 precursor [Arabidops 
thaliana] >gi_3786019 {AC005499) unknown protein 
[Arabidopsis thaliana] 

160104 

LIB3176-120-P2-K1-E1 

BLASTX 

g4559327 

162 

4,0e-ll 

77 

48 

(AC007087) hypothetical protein [Arabidopsis thaliana] 
160105 

LIB3176-120-P2-K1-E10 

BLASTX 

g4835233 

633 



21122 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-66 

126 

100 

(AL04 9862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

160106 

LIB3176-120-P2-K1-E11 

BLASTX 

g2493045 

636 

l.Oe-66 

145 

86 

ATP SYNTHASE DELTA* CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655484_dbj_BAA13601__ {D88376) delta-prime subunit of 
mitochondrial Fl-ATPase [Arabidopisis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160107 

LIB317 6-120-P2-K1-E12 

BLASTX 

g4454036 

402 

2.0e-39 

86 

91 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160108 

LIB3176-120-P2-K1-E2 

BLASTN 

gl769906 

239 

l.Oe-132 

283 

96 

A. thaliana mRNA for xyloglucan endo-transglycosylase 



160109 

LIB3176-120-P2-K1-E3 

BLASTX 

gll9143 

218 

l.Oe-17 

46 

91 

ELONGATION FACTOR 1-ALPHA (EF- 

>gi_81606_pir S06724 translat 

alpha chain - Arabidopsis thai 
{X16430) elongation factor 1-a 
>gi_1369927_emb_CAA34 4 54_ (X16 
1-alpha [Arabidopsis thaliana] 
(X16431) elongation factor 1-a 
>gi_1532172 (U63815) EF-lalpha 
>gi_1532173 (U63815) EF-lalpha 
>gi_1532174 (U63815) EF-lalpha 



1-ALPHA) 

ion elongation factor eEF-1 
iana >gi_295788_emb_CAA34 4 53_ 
Ipha [Arabidopsis thaliana] 
431) elongation factor 

>gi_l 36992 8_emb_CAA3 4 4 5 5_ 
Ipha [Arabidopsis thaliana] 

Al [Arabidopsis thaliana] 
-A2 [Arabidopsis thaliana] 

A3 [Arabidopsis thaliana] 



21123 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160110 

LIB3176-120-P2-K1-E7 

BLASTN 

g298035 

85 

5.0e-40 

97 

97 

A.thaliana Lhcb4 gene 
160111 

LIB3176-120-P2-K1-E8 

BLASTN 

g2760316 

175 

l.Oe-93 

336 

98 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

160112 

LIB317 6-120-P2-K1-E9 

BLASTN 

g2264314 

291 

l.Oe-163 

311 

98 

Arabidopsis thaliana genomic- DNA, chromosome 5, PI clone: 
MQK4, complete sequence [Arabidopsis thaliana] 

160113 

LIB317 6-120-P2-K1-F11 

BLASTN 

g4753195 

385 

O.Oe+OO 

433 

97 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 

160114 

LIB317 6-120-P2-K1-F12 

BLASTX 

g2982783 

182 

2.0e-13 

95 

41 

(AE000670) 3-hydroxyisobutyrate dehydrogenase [Aquifex 
aeolicus] 



Seq. No. 
Seq. ID 



160115 

LIB317 6-120-P2-K1-F2 



21124 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl906826 

490 

2.0e-49 

110 

87 

(Y11827) heat shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160116 

LIB317 6-120-P2-K1-F3 

BLASTX 

gl33409 

267 

5.0e-24 

67 

75 

DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 

>gi_66962_pir RNNTA DNA-directed RNA polymerase (EC 

2.7.7.6) alpha chain - common tobacco chloroplast 
>gi_118 60_emb_CAA77376_ (Z00044) RNA polymerase alpha 

subunit [Nicotiana tabacum] >gi_225228_prf 1211235BK RNA 

polymerase alpha [Nicotiana tabacum] 



9farr No 


160117 ■ 


Seq. ID 


LIB317 6-120-P2-K1-F4 


Method 


BLASTX 


NCBI GI 


g2982283 


BLAST score 


159 


E value 


l.Oe-10 


Match length 


45 


% identity 


62 


NCBI Description 


(AF051226) PREG-like 


Seq. No. 


160118 


Seq. ID 


LIB3176-120-P2-K1-F5 


Method 


BLASTN 


NCBI GI 


g4678371 


BLAST score 


208 


E value 


l.Oe-113 


Match length 


421 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No. 


160119 


Seq. ID 


LIB3176-120-P27K1-F7 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


256 


E value 


3.0e-22 


Match length 


58 


% identity 


88 


NCBI Description 


{AL021712) nifU-like 


Seq. No. 


160120 


Seq. ID 


LIB317 6-120-P2-K1-F9 


Method 


BLASTX 



T6G15 



21125 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4467097 
199 

l.Oe-15 

45 

89 

(AL035538) 
thaliana] 



heat shock protein 70 like protein '[Arabidopsis 



160121 

LIB317 6-120-P2-K1-G10 

BLASTN 

g2191157 

38 

9.0e-13 

74 

97 

Arabidopsis thaliana BAG IG002P16 
160122 

LIB3176-120-P2-K1-G11 

BLASTN 

g3399678 

87 

l.Oe-41 

134 

94 

Arabidopsis thaliana chromosome 1 BAG F13M7 
complete sequence [Arabidopsis thaliana] 



sequence. 



160123 

LIB3176-120-P2-K1-G12 

BLASTX 

gll70373 

296 

2.0e-27 

62 

97 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

160124 

LIB317 6-120-P2-K1-G2 

BLASTX 

g2232354 

232 

3.0e-19 

118 

42 

(AF006081) UDPG glucosyltransf erase [Solanum berthaultii] 
160125 

LIB3176-120-P2-K1-G5 

BLASTX 

g4567207 

736 



21126 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-78 

140 

99 

{AC007168) unJcnovm protein [Arabidopsis thaliana] 

160126 J _ 

LIB317 6-120-P2-K1-G6 

BLASTX 

gll5767 

677 

2.0e-71 

144 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

160127 

LIB317 6-120-P2-K1-G7 

BLASTX 

gll3026 

543 

9.0e-56 

122 

86 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir ^WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Se4. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160128 

LIB317 6-120-P2-K1-G8 

BLASTN 

g2351064 

73 

4 .Oe-33 

168 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

160129 

LIB317 6-120-P2-K1-H1 

BLASTX 

g3176668 

513 

2.0e-52 

101 

98 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 



21127 



Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


160130 


Seq. ID 


Llooi / b-i^U — rZ-Jxl-nl^ 


Method 


BLASTN 


NCBI GI 


gl4u^o97 


BLAST score 


Q 1 
o i 


E value 


o . Ue- Jo 


Match length 


1 T n 

i fU 


% identity 




NCBI Description 


A. thaliana gst6 gene 


Seq. No. 


160131 


Seq. ID 


LIB3176-120-P2-K1-H2 


Method 


O T 7\ C"T> XT 


NCBI GI 


gz:^4 4 y y 1 


BLAST score 


lUb 


E value 


/ . ue— DO 


Match length 


14^£ 


% identity 


94 


NLbi uescripLion 


rt,raDjLaop51o LndXialla, 




fragment No 


Seq. No. 


160132 


Seq. ID 


LIB317 6-120-P2-K1-H3 


Method 


BLASTX 


NCBI GI 


g2317729 


BLAST score 


574 


E value 


2.0e-59 


Match length 


109 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

{AF013627) reversibly glycosylated polypeptide-1 
[Arabidopsis thaliana] 

160133 

LIB3176-120-P2-K1-H4 

BLASTX 

g3193317 

172 

7.0e-13 

67 

57 

{AF069299) similar to plant chalcone and stilbene synthases 
[Arabidopsis thaliana] 

160134 

LIB317 6-120-P2-K1-H5 

BLASTX 

gl592677 

284 

l.Oe-25 

88 

69 

{X91912) LEA76 homologue type2 [Arabidopsis thaliana] 



Seq. No. 



160135 



21128 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-120-P2-K1-H6 

BLASTX 

gll68547 

334 

3.0e-31 

83 

83 

HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-6 (HD-ZIP PROTEIN 

ATHB-6) >gi_629505_pir S47136 homeotic protein Athb-6 

Arabidopsis thaliana >gi_4 99162_emb_CAA47427_ (X67034) 
Athb-6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160136 

LIB3176-120-P2-K1-H7 

BLASTX 

gl352347 

275 

9,0e-25 

57 

95 

ELONGATION FACTOR 1-BETA Al (EF-l-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160137 

LIB317 6-120-P2-K1-H8 

BLASTN 

g4584519 

201 

l.Oe-109 

237 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F11C18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160138 

LIB317 6-120-P2-K1-H9 

BLASTN 

g3461810 

144 

2.0e-75 

144 

100 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160139 

LIB3176-121-P2-K1-A1 

BLASTN 

g3449330 

49 

l.Oe-18 

69 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 



21129 



MDJ14 , complete sequence [Arabidopsis thaliana] 



Sea No 


160140 


Seq. ID 


LIB3176-121-P2-K1-A11 


Method 


BLASTX 


NCBI GI 


g4580513 


BLAST score 


121 


E value 


3.0e-35 


Match length 


85 


% identity 


96 


NCBI Description 


(AF036300) scarecrow- 


Seq. No. 


160141 


Seq. ID 


LIB3176-121-P2-K1-A12 


Method 


BLASTX 


NCBI GI 


g2146730 


BLAST score 


117 


E value 


5.0e-06 


Match length 


101 


% identity 


72 


NCBI Description 


farnesyl diphosphate 




Arabidopsis thaliana 




diphosphate synthase 



1 [Arabidopsis thaliana] 



(L46349) farnesyl diphosphate synthase [Arabidopsis 
thaliana] >gi_2245078_einb_CAB10500_ (Z97343) farnesyl 
diphosphate synthase (FPS2) protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160142 

LIB3176-121-P2-K1-A4 

BLASTX 

g3024022 

493 

7.0e-50 

103 

89 

INITIATION FACTOR 5A-5 (EIF-5A) (EIF-4D) 

>gi_2225885_dbj_BAA2087 9_ (AB004826) eukaryotic initiation 
factor v5A5 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160143 

LIB3176-121-P2-K1-A6 

BLASTX 

g3482928 

125 

2.0e-53 

121 

90 

(AC003970) Unknown protein [Arabidopsis thaliana] 
>gi_3929586 (AF100166) phytochrome interacting factor 3 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160144 

LIB3176-121-P2-K1-A7 

BLASTX 

g2826811 

225 

2.0e-18 



21130 



p 

M 

U 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
54 

(AJ002892) AtGRP2 [Arabidopsis thaliana] 
160145 

LIB317 6-121-P2-K1-B1 

BLASTX 

gl89422 

164 

9.0e-12 

70 

51 

(M32110) proliferating cell nuclear protein P120 [Homo 
sapiens] 

160146 

LIB317 6-121-P2-K1-B10 

BLASTX 

g231536 

48 

2.0e-44 

102 

96 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444 ) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No. 


160147 


Seq. ID 


LIB3176-121-P2-K1-B2 


Method 


BLASTX 


NCBI GI 


g4490758 


BLAST score 


98 


E value 


8.0e-24 


Match length 


147 


% identity 


47 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


160148 


Seq. ID 


LIB317 6-121-P2-K1-B3 


Method 


BLASTX 


NCBI GI 


gll3026 


BLAST score 


74 


E value 


4 .Oe-64 


Match length 


127 


% identity 


98 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) •( ISOCITRATASE) (ICL) 



>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 



21131 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160149 

LIB3176-121-P2-K1-B6 

BLASTX 

g2864615 

334 

3.0e-31 

70 

99 

(AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160150 

LIB3176-121-P2-K1-B7 

BLASTN 

g472876 

99 

8.0e-49 

130 

95 

A. thaliana mRNA for plasma membrane intrinsic protein 2a 
160151 

LIB3176-121-P2-K1-C1 

BLASTX 

g2459445 

186 

6.0e-14 

50 

32 

(AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160152 

LIB317 6-121-P2-K1-C10 

BLASTX 

gl304215 

251 

2.0e-21 

55 - 
47 

(D84392) precursor of rice 22 kDa protein of photosystem II 
(PSII-S) [Oryza sativa] 

160153 

LIB3176-121-P2-K1-C11 

BLASTX 

g3738259 

482 

l.Oe-48 

111 

85 

(AB018411) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

160154 

LIB3176-121-P2-K1-C12 

BLASTX 

g3928543 



21132 



BLAST score 


54 


E value 


2.0e-71 


Match length 


135 


% identity 


100 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


160155 


Seq. ID 


LIB3176-121-P2-K1-C2 


Method 


BLASTN 


NCBI GI 


g2864607 


BLAST score 


100 


E value 


5.0e-49 


Match length 


331 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 




(ESSAII project) 


Seq. No. 


160156 


Seq. ID 


LIB3176-121-P2-K1-C3 


Method 


BLASTN 


NCBI GI 


g4582444 


BLAST score 


57 


E value 


3,0e-23 


Match length 


107 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T9H9 genomic 




sequence, complete sequence 


Seq, No. 


160157 


Seq. ID 


LIB3176-121-P2-K1-C4 


Method 


BLASTX 


NCBI GI 


g2529673 


BLAST score 


264 


E value 


6.0e-23 


Match length 


137 


% identity 


42 


NCBI Description 


(AC002535) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


160158 


Seq. ID 


LIB3176-121-P2-K1-C5 


Method 


BLASTX 


NCBI GI 


g3617741 


BLAST score 


76 


E value 


l.Oe-56 


Match length 


124 


% identity 


95 


NCBI Description 


(AC005687) L3 cytoplasmic ribosomal protein [Arabidopsis 




thaliana] 


Seq. No. 


160159 


Seq. ID 


LIB3176-121-P2-K1-C6 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


78 


E value 


4.0e-56 


Match length 


134 



21133 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



88 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

160160 

LIB3176-121-P2-K1-C7 

BLASTN 

g4539402 

47 

4.0e-18 

63 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7L13 
(ESSA project) 

160161 

LIB3176-121-P2-K1-D1 

BLASTX 

g2062161 

87 

2.0e-65 ' . 

127 

53 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

160162 

LIB317 6-121-P2-K1-D10 

BLASTX 

gll70373 

229 

6.0e-22 

55 

98 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_3974 82_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

160163 

LIB317 6-121-P2-K1-D11 

BLASTN 

gl245217 

36 

9.0e-12 

52 

92 

Oryza sativa subsp. indica large ribosomal RNA gene, 
chloroplast gene encoding chloroplast rRNA, partial 
sequence 

160164 

LIB3176-121-P2-K1-D12 

BLASTX 

g625977 



21134 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



624 

3.0e-65 

121 

100 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955)' laminin receptor-like protein [Arabidopsis 
thaliana] 

160165 

LIB3176-121-P2-K1-D3 

BLASTN 

g4757414 

39 

l.Oe-12 

71 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24, complete sequence 

160166 

LIB317 6-121-P2-K1-D4 

BLASTX 

g3914658 

50 

8.0e-60 

123 

98 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694974_emb_CAA70851_ (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 

160167 

LIB317 6-121-P2-K1-D5 

BLASTX 

gl490554 

488 

3.0e-49 

113 

89 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160168 

LIB317 6-121-P2-K1-D6 

BLASTN 

g3763915 

143 

2.0e-74 

407 

74 

Arabidopsis thaliana chromosome II BAG F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160169 

LIB317 6-121-P2-K1-D7 

BLASTN 

g4455168 



21135 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

5.0e-17 

66 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



FIOMIO 



160170 

LIB3176-121-P2-K1-D8 

BLASTX 

g480450 

116 

l.Oe-64 

126 

98 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi_402552_emb_CAA4 9506_ {X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160171 

LIB3176-121-P2-K1-E11 

BLASTN 

g4469002 

103 

l.Oe-50 ■ 

405 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



160172 

LIB3176-121-P2-K1-E2 

BLASTX 

g4335745 

338 

7.0e-32 

113 

58 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160173 

LIB3176-121-P2-K1-E4 

BLASTN 

g4199934 

310 

l.Oe-174 

357 

35 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160174 

LIB317 6-121-P2-K1-E5 

BLASTN 

g2924768 



21136 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

2.0e-30 

91 

95 

Arabidopsis thaliana chromosome II BAC F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


160175 


Seq. ID 


LIB31 / l-P^-Kl-Eb 


Method 


BLASTN 


NCBI GI 


g3449317 


BLAST score 


198 


E value 


1 . Oe-107 


Match length 


266 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c^ 




MKM21, complete sequence [Arabidopsis thaliana] 


Seq. No. 


160176 


Seq. ID 


LIB317 6-121-P2-K1-E7 


Method 


BLASTN 


NCBI GI 


g3668073 


BLAST score 


171 ' 


E value 


2.0e-91 


Match' length 


253 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T4C15 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


160177 


Seq. ID 


LIB317 6-121-P2-K1-E8 


Method 


BLASTN 


NCBI GI 


g2191157 


BLAST score 


42 


E value 


3.0e-15 


Match length 


58 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC IG002P16 


Seq. No. 


160178 


Seq. ID 


LIB3176-121-P2-K1-E9 


Method 


BLASTN 


NCBI GI 


gl54 6697 


BLAST score 




E value 


3.0e-98 


Match length 


193 


% identity 


99 


NCBI Description 


A. thaliana mRNA for peroxidase ATP3a 


Seq. No. 


160179 


Seq. ID 


LIB317 6-121-P2-K1-F11 


Method 


BLASTN 


NCBI GI 


g4757405 


BLAST score 


134 


E value 


3.0e-69 


Match length 


401 


% identity 


99 



clone 



21137 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJIO, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLxAST score 

E value 

Match length 

% identity 

NCBI Description 



160180 

LIB317 6-121-P2-K1-F12 

BLASTX 

gl32110 

665 

5.0e-70 

124 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1. 39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160181 

LIB317 6-121-P2-K1-F2 

BLASTN 

g3228389 

233 

l,0e-128 

280 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160182 

LIB317 6-121-P2-K1-F3 

BLASTX 

gl32939 

76 

5.0e-12 

38 

97 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160183 

LIB3176-121-P2-K1-F4 

BLASTX 

g3057150 

145 

l.Oe-09 

40 

85 

(AF059037) chaperonin 10 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160184 

LIB3176-121-P2-K1-F5 

BLASTX 

g3927837 

51 

l.Oe-67 



21138 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
99 

(AC005727) putative core protein [Arabidopsis thaliana] 
160185 

LIB3176-121-P2-K1-F6 

BLASTX 

g4582787 

119 

l.Oe-10 

45 

74 

(AJ012281) adenosine kinase [Zea mays] 



160186 

LIB317 6-121-P2-K1-F7 

BLASTN 

g3641835 

126 

2.0e-64 

291 

98 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone T4L20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160187 

LIB3176-121-P2-K1-F8 

BLASTX 

gl21075 

159 

5.0e-ll 

59 

54 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi_166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 (AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 
thaliana] >gi_445119_prf 1908425A Gly 

decarboxylase :SUBUNIT=H protein [Arabidopsis thaliana] 
160188 

LIB317 6-121-P2-K1-F9 

BLASTN 

g4587641 

37 

6.0e-12 

76 

88 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160189 

LIB3176-121-P2-K1-G10 

BLASTX 

g445613 

155 



21139 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

105 

33 

ribosomal protein L7 [Solanum tuberosum] 



160190 

LIB3i76-121-P2-Kl-Gll 

BLASTN 

g2121272 

107 

4.0e-53 

143 

94 

Arabidopsis thaliana dihydroorotase 
cds 



{pyr4 ) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160191 

LIB3176-121-P2-K1-G2 

BLASTX 

gl923256 

295 

6.0e-27 
73 ' 
84 

(U86782) 26S proteasome-associated padl homolog [Homo 
sapiens] 

160192 

LIB317 6-121-P2-K1-G3 

BLASTN 

g4432847 

282 

l.Oe-157 

289 

100 

Arabidopsis thaliana chromosome II BAC F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160193 

LIB3176-121-P2-K1-G4 

BLASTX 

gl710401 

43 

4 .Oe-29 

89 

79 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044 912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 

160194 

LIB3176-121-P2-K1-G5 

BLASTX 

g2341034 

424 

3.0e-43 



21140 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
85 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
160195 

LIB3176-121-P2-K1-G7 

BLASTX 

gl32110 

665 

5.0e-70 

122 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_einb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



160196 

LIB3176-121-P2-K1-G8 
' BLASTN 
g499161 
125 

3.0e-64 

172 

94 

A. thaliana mRNA Athb-6 
160197 

LIB3176-121-P2-K1-H1 

BLASTX 

gl352347 

118 

4 .Oe-49 

108 

97 

•ELONGATION FACTOR 1-BETA Al (EF-l-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 

160198 

LIB3176-121-P2-K1-H10 

BLASTX 

g2811028 

110 

7.0e-22 

58 

92 

HYPOTHETICAL 47.9 KD PROTEIN M021B04.12 >gi_2191188 
(AF007271) similar to S. cerevisiae SIKIP ( PID: g984 964 ) 
[Arabidopsis thaliana] 

160199 

LIB3176-121-P2-K1-H11 



21141 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g99735 
287 

3.0e-26 

75 

76 

L-ascorbate peroxidase (EC 1.11. 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



160200 

LIB3176-121-P2-K1-H12 

BLASTN 

g3335356 

209 

l.Oe-114 

303 

93 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



160201 

LIB3176-121-P2-K1-H2 

BLASTX 

g549643 

83 

l.Oe-10 

87 

47 

HYPOTHETICAL 102.7 KD 
REGION >gi_539284_pir 



PROTEIN IN PRP16-SRP40 INTERGENIC 

S38167 hypothetical protein YKR089c 

- yeast (Saccharomyces cerevisiae) >gi_415909_emb_CAA81640_ 
(Z27116) ORF YKR409 [Saccharomyces cerevisiae] 
>gi_486575_emb_CAA82168_ (Z28314) ORF YKR089c 
[Saccharomyces cerevisiae] 

160202 

LIB317 6-121-P2-K1-H4 

BLASTX 

gl771381 

189 

2.0e-14 

47 

70 

(X95877) phosphoinositide-specif ic phospholipase C 
[Nicotiana rustica] 

160203 

LIB317 6-121-P2-K1-H5 

BLASTN 

g4586098 

195 

l.Oe-106 

239 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 





Seq. No. 






Seq. ID 


LIdJI /b-lzi-F^-Kl-Ho 




Method 


BLAoTN 




NCBI GI 


g3413696 




BLAST score 


99 




E value 


T rid A Q 

1 . ue— 4 o 




Match length 


11/ 




% identity 


3 1 




NCBI Description 


AraDiQopsis tnaj-iana cnroiuosoiue ix ix^juxo geiioiuxo 






sequence/ complete sequence [Arabidopsis thaliana] 




Seq. No. 






Seq. ID 


T xmi "7^^ — 1 91 _D9— Ifl 
JjXojI / d 1 ^ 1 ir<i i\X n 




Method 


BLASTN 




NCBI GI 


g2501811 




BLAST score 






E value 


y . ue-ii 




Match length 






% identity 


on 

yu 




NCBI Description 


AraDiaopsis tnaiiana giycoiare oxxoase iiikna, parciax cas 




Seq. No. 


1 c n o r» c 
i bUzU b 




Seq. ID 


JjIdjI / b— IZ-iC — rZ — J\1— /\1 




Method 


DT TV OTIV 




NCBI GI 


g2454182 


t=F - 


BLAST score 


249 




E value 


z . Oe-z 1 




Match length 


56 




% identity 


89 




NCBI Description 


{ U80 185 ) pyruvate dehydrogenase El alpha subunit 






[Arabidopsis thaliana] 




Seq, No. 


IbUzU / 


1 - 


Seq. ID 


LIBol /b-izz-rZ-Kl-Aii 




Method 


BLASTN 


Li: 


NCBI GI 


gl483217 


J 


BLAST score 


iDO 




E value 


8.0e-84 




Match length 


o o c 

225 




% laentity 


Q c. 




NCBI Description 


A. thaliana gene induced upon wounding stress 




Seq. No. 


1 bu^c Uo 




Seq. ID 


TTOOII^^ too DO t^'X 7\10 




Method 






NCBI GI 


g3269284 




BLAST score 


327 




E value 


2.0e-30 




Match length 


117 




% identity 


62 




NCBI Description 


{AL030978) histone H2A- like protein [Arabidopsis thaliana; 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160209 

LIB3176-122-P2-K1-A2 

BLASTN 

g509264 

51 



21143 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-20 

67 

94 

B.napus mRNA for acyl-CoA binding protein 
160210 

LIB3176-122-P2-K1-A3 

BLASTN 

g4589440 

83 

2.0e-39 

87 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSD21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160211 

LIB317 6-122-P2-K1-A4 

BLASTN 

g3702731 

56 

5.0e-23 

117 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC19, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ■ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160212 

LIB317 6-122-P2-K1-A5 

BLASTN 

g3510340 

71 

5.0e-32 

111 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDNll, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160213 

LIB3176-122-P2-K1-A6 

BLASTX 

g4581146 

253 

2.0e-22 

59 

88 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidops'is thaliana] 

160214 

LIB317 6-122-P2-K1-A9 

BLASTX 

g2062157 

283 

7.0e-26 

57 

35 
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NCBI Description 



{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160215 

LIB3176-122-P2-K1-B1 

BLASTN 

g2829274 " 

307 

l.Oe-172 

340 

97 

Arabidopsis thaliana nucleoside diphosphate kinase 3 
(ndpk3) luRNA, complete cds 

160216 

LIB317 6-122-P2-K1-B11 

BLASTX 

g945081 

295 

6.0e-27 

72 

74 

(U31094) P21 [Petunia hybrida] 
160217 

LIB317 6-122-P2-K1-B12 

BLASTX 

gl350680 

280 

2.0e-25 

56 

96 

60S RIBOSOMAL PROTEIN LI 
160218 

LIB317 6-122-P2-K1-B2 

BLASTX 

g3860261 

179 

l.Oe-13 

39 

97 

(AC005824) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160219 

LIB3176-122-P2-K1-B4 

BLASTX 

g421836 

639 

5.0e-67 

130 

98 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 



Seq. No. 



160220 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-122-P2-K1-B6 

BLASTX 

g99688 

695 

l.Oe-73 

142 

94 

translation elongation factor eEF-1 alpha chain (gene A4 ) - 
Arabidopsis thaliana >gi_295789_eitib_CAA34456_ {X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

160221 

LIB317 6-122-P2-K1-B9 

BLASTN 

g2564047 

222 

l.Oe-121 

322 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB21, complete sequence [Arabidopsis thaliana] 

160222 

LIB317 6-122-P2-K1-C1 

BLASTX 

g3334123 

268 

9.0e-24 

78 

77 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi__1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 
(AC002334) mitochondrial Fl-ATPase, gamma subunit 
[Arabidopsis thaliana] 



Seq. No. 


160223 


Seq. ID 


LIB3176-122 


-Method 


BLASTX 


NCBI GI 


g4589980 


BLAST score 


641 


E value 


3.0e-67 


Match length 


133 


% identity 


91 


NCBI Description 


(AC007195) 


Seq. No. 


160224 


Seq. ID 


LIB3176-122 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


214 


E value 


9.0e-18 


Match length 


43 


% identity 


100 


NCBI Description 


ubiquitin / 


Seq. No. 


160225 



3 ' partial [Arabidopsis thaliana] 



-P2-K1-C2 



- potato (fragment) 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-122-P2-K1-C3 
BLASTX 
g99696 
682 

4 .Oe-72 
121 
99 

glutamate — ammonia ligase (EC 6.3. 
chloroplast (clone lambdaAtgsll ) - 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana) >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



,1.2) precursor, 
Arabidopsis thaliana 



Seq. No. 


160226 


Seq. ID 


LIB3176-122-P2-K1-C6 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


325 


E value 


4 .Oe-30 


Match length 


91 


% identity 


67 


NCBI Description 


{AF051236) hypothetical protein [Picea 


Seq. No. 


160227 


Seq. ID 


LIB3176-122-P2-K1-C7 


Method 


BLASTX 


NCBI GI 


gl32863 


BLAST score 


206 


E value 


3.0e-16 


Match length 


126 


% identity 


29 


NCBI Description 


CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 



>gi_12214_emb_CAA46568_ (X65615) ribosomal protein L2 
[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160228 

LIB3176-122-P2-K1-C8 

BLASTX 

gll9143 

639 

5.0e-67 

123 

99 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927__emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 4 55_ 
{X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 {U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF~ialpha-A3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



160229 

LIB3176-122-P2-K1-D1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll74844 

178 

6.0e-13 

49 

76 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (UBIQUITIN-PROTEIN 
LIGASE 2) (UBIQUITIN CARRIER PROTEIN 2) 

>gi_1076426_pir S43783 ubiquitin-conjugating enzyme UBC2 - 

Arabidopsis thaliana >gi_431264 (L19353) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

>gi_2689243_emb_CAA7347 6_ (Y13031) ubiquitin conjugating . 
enzyme [Arabidopsis thaliana] >gi_2947065 (AC002521) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160230 

LIB3176-122-P2-K1-D10 

BLASTN 

g4510360 

224 

l.Oe-123 

319 

99 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160231 

LIB317 6-122-P2-K1-D11 

BLASTX 

g3157949 

196 

5.0e-15 

71 

49 

(AC002131) Similar to glucan endo-1 , 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabaciam. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160232 

LIB3176-122-P2-K1-D12 

BLASTN 

g4539309 

279 

l.Oe-155 

407 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160233 

LIB3176-122-P2-K1-D2 

BLASTX 

g2088654 

388 

9.0e-38 

93 

84 
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NCBI Description 



{AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160234 

LIB3176-122-P2-K1-D4 

BLASTN 

gl448916 

68 

2.0e-30 

76 

97 

Arabidopsis thaliana threonine synthase mRNA, 3' 



end of cds 



160235 

LIB317 6-122-P2-K1-D6 

BLASTX 

gll70034 

802 

4.0e-86 

145 

100 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

CGAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 

>gi_2129598_pir S60128 glutamate — cysteine ligase (EC' 

6.3.2.2) precursor, chloroplast - Arabidopsis thaliana 
>gi_4 88615__emb_CAA82626_ (Z294 90) gamma-glutamylcysteine 
synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160236 

LIB3176-122-P2-K1-D7 

BLASTX 

gll72806 

354 

l.Oe-47 

116 

82 

60S RIBOSOMAL PROTEIN LIO (WILM'S TUMOR SUPPRESSOR PROTEIN 

HOMOLOG) >gi_47 8401_pir JQ2244 ribosomal protein LlO.e, 

cytosolic - Arabidopsis thaliana >gi_17682_emb_CAA7 8856_ 
(Z15157) Wilm's tumor suppressor homologue [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160237 

LIB317 6-122-P2-K1-E1 

BLASTX 

gl24224 

150 

3.0e-10 

48 

69 

INITIATION 
>gi 100345 



{EIF-5A) (EIF-4D) 

translation initiation factor eIF-5A 
- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



FACTOR 5A-1 
pir_ S21060 



Seq. No. 
Seq. ID 



160238 

LIB3176-122-P2-K1-E11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

93861068 

142 

l.Oe-08 

60 

43 

(AJ235272) unknown [Rickettsia prowazekii] 
160239 

LIB317 6-122-P2-K1-E12 

BLASTX 

g3249065 

586 

9.0e-61 

137 

90 

{AC004473) Similar to HAKl gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

160240 

LIB3176-122-P2-K1-E3 

BLASTX 

g3152562 

156 

5.0e-ll 

36 

92 

{AC002986) Similar to proteosome component, micropain 
(multi-catalytic endopeptidase complex) subunit Y7, 
gb_X56731 from S. cerevisiae. EST gb_Z25719 comes from 
this gene, [Arabidopsis thaliana] 

160241 

LIB3176-122-P2-K1-E6 

BLASTX 

g3341698 

645 

l.Oe-67 

143 

86 

(AC003672) blue copper-binding protein II [Arabidopsis 
thaliana] 

160242 

LIB317 6-122-P2-K1-E9 

BLASTX 

g2511574 

555 

4.0e-57 

112 

100 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PABl [Arabidopsis thaliana] 



Seq. No. 



160243 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-122-P2-K1-F1 

BLASTX 

g2511574 

476 

6.0e-48 

104 

94 

{Y1317 6) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 {AF043520) 20S proteasome subunit 
PABl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160244 

LIB3176-122-P2-K1-F10 

BLASTX 

g2317911 

518 

6.0e-58 

125 - ■ 

93 

(U89959) similar to GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160245 

LIB317 6-122-P2-K1-F12" 

BLASTN 

g3413696 

395 

0. Oe+00 

395 

86 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160246 

LIB317 6-122-P2-K1-F3 

BLASTX 

g4417280 

338 

5.0e-32 

76 

92 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160247 

LIB317 6-122-P2-K1-F5 

BLASTX 

g2232354 

206 

2.0e-16 

77 

49 

{AF006081) UDPG glucosyltransf erase [Solanum berthaulti 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160248 

LIB317 6-122-P2-K1-F6 

BLASTX 

g452470 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



664 

7.0e-70 

123 

100 

{U05218) ATP sulfurylase [Arabidopsis thaliana] 
160249 

LIB3176-122-P2-K1-F8 

BLASTX 

g2459420 

476 

3.0e-48 

92 

100 

(AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



core 



ength 
ity 

scription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160250 

LIB317 6-122-P2-K1-F9 

BLASTX 

g2129550 

137 

l.Oe-08 

74 

39 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir 371901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031. 1_ {AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

160251 

LIB3176-122-P2-K1-G10 

BLASTX 

g4586038 

90 

4.0e-09.. 

52 

67 

(AC007109) putative heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160252 

LIB317 6-122-P2-K1-G11 

BLASTN 

g4376087 

279 

l.Oe-156 

279 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 



160253 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-122-P2-K1-G12 

BLASTX 

gll70373 

625 

2.08-65 

119 

100 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_enib_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160254 

LIB3176-122-P2-K1-G3 

BLASTN 

g4490701 

41 

6.0e-14 

102 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160255 
LrB317 6 
BLASTX 
g267069 
644 

l.Oe-67 

119 

100 

TUBULIN 
tubulin 
(M84696 
(M84697 



•122-P2-K1-G4 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160256 

LIB317 6-122-P2-K1-G5 

BLASTX 

g2842490 

479 

3.0e-48 

147 

66 

(AL021749) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160257 

LIB317 6-122-P2-K1-G6 

BLASTX 

gll70939 

686 

2.0e-72 

137 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 
>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 



21153 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

160258 

LIB3176-122-P2-K1-G7 

BLASTN 

g2815404 

201 

l.Oe-109 

420 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MMG4, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160259 

LIB3176-122-P2-K1-G8 

BLASTX 

gl084350 

642 

2.0e-67 

126 

93 

glutamate--ammonia ligase 
>gi_599656_emb_CAA58118 . 1_ 
ligase [Brassica napus] 



(EC 6.3.1. 
(X82997) 



2 ) - rape 

glutamate — ammonia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160260 

LIB3176-122-P2-K1-G9 

BLASTX 

g449Q705 

4 68 

5.0e-47 

110 

90 

(AL035680) ribosomal protein L14-like protein [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160261 

LIB3176-122-P2-K1-H10 

BLASTX 

g4531443 

167 

3.0e-12 

62 

63 

(AC006224) putative 50s ribosomal protein L3 [Arabidopsi 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160262 

LIB3176-122-P2-K1-H11 

BLASTX 

g3738092 

308 

2.0e-28 

63 

92 
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NCBI Description 



(AC005617) similar to glyoxysomal malate dehydrogenase 
•[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160263 

LIB3176-122-P2-K1-H12 

BLASTX 

g4506243 

219 

l.Oe-17 

117 

44 

polypyrimidine tract binding protein (heterogeneous nuclear 

ribonucleoprotein I) >gi_107220_pir S26294 polypyrimidine 

tract-binding protein - human >gi_32354_emb_CAA4738 6_ 
(X66975) nuclear ribonucleoprotein [Homo sapiens] 
>gi_35772_emb_CAA4 644 4_ (X65372) polypirimidine tract 
binding protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160264 

LIB3176-122-P2-K1-H2 

BLASTX 

g2500376 

421 

l.Oe-41 

84 

95 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD14494_ 
(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160265 

LIB317 6-122-P2-K1-H4 

BLASTX 

g2506122 

238 

6.0e-20 

139 

39 

ATP-DEPENDENT PERMEASE MDL2 >gi_2132334_pir S65303 MDL2 

protein - yeast (Saccharomyces cerevisiae) 
>gi_1370557_emb_CAA98006_ (Z73626) ORE YPL270w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160266 

LIB317 6-122-P2-K1-H5 

BLASTX 

g2062161 

584 

2.0e-60 
145 
54 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160267 

LIB317 6-122-P2-K1-H6 

BLASTX 

g2443357 



21155 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 98 

2.0e-50 

99 

97 

(AB004293) SigB [Arabidopsis thaliana] 
>gi_2597831_emb_CAA75584J (Y15362) sigma factor 
[Arabidopsis thaliana] >gi_2879922_dbj_BAA24825_ (AB004820) 
plastid RNA polymerase sigma-subunit [Arabidopsis thaliana] 
>gi_3063440 (AC003981) F22013.2 [Arabidopsis thaliana] 

160268 

LIB3176-122-P2-K1-H8 

BLASTX 

g2443357 

143 

3.0e-09 

33 

76 

(AB004293) SigB [Arabidopsis thaliana] 
>gi_2597831_einb_CAA75584_ {Y15362) sigma factor 
[Arabidopsis thaliana] >gi_2879922_dbj_BAA24825_ {AB004820) 
plastid RNA polymerase sigma-subunit [Arabidopsis thaliana] 
>gi_3063440 (AC003981) F22013.2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160269 

LIB3176-122-P2-K1-H9 

BLASTN 

gl209241 

370 

O.Oe+00 

421 

97 

Arabidopsis thaliana metallothionein mRNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160270 

LIB3176-123-P2-K1-A11 

BLASTN 

g3702735 

278 

l.Oe-155 

333 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



160271 

LIB3176-123-P2-K1-A12 

BLASTX 

gl724100 

86 

4 .Oe-14 

106 

37 

(U79765) porin [Mesembryanthemum crystallinum] 
160272 

LIB3176-123-P2-K1-A3 



21156 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll73187 

198 

3.0e-35 
82 

99 - • 

40S RIBOSOMAL PROTEIN S23 {S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160273 

LIB3176-123-P2-K1-A4 

BLASTX 

g3386565 

78 

3.0e-24 
111 ■ 
48 

(AF079588) l-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 

160274 

LIB3176-123-P2-K1-A5 

BLASTX 

gll72995 

185 

7,0e-14 

77 

53 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

160275 

LIB317 6-123-P2-K1-A6 

BLASTX 

g3688175 

395 

2.0e-38 

74 

99 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 

160276 

LIB3176-123-P2-K1-A9 

BLASTX 

gll73187 

116 

3.0e-24 

66 

94 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

160277 

LIB3176-123-P2-K1-B1 

BLASTX 

g4587541 

99 

2.0e-39 

112 

68 

{AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T44453, gb_T04815, 
gb_T45993, gb_R30138, gb_AI099570 and gb_T22281 come from 
this gene. [Arabidopsis thaliana] 

160278 

LIB3176-123-P2-K1-B10 

BLASTN 

g2760172 

172 

4 .Oe-92 ^ 

203 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 



Seq. No. 


160279 






Seq. ID 


LIB3176-123-P2-K1 


-Bll 




Method 


BLASTN 






NCBI GI 


gl916349 






BLAST score 


106 






E value 


7.0e-53 






Match length 


177 






% identity 


90 






NCBI Description 


Brassica rapa PSI 


-H subunit 


(psaH) mRNA, 


Seq. No. 


160280 






Seq, ID 


LIB3176-123-P2-K1 


-B2 




Method 


BLASTX 






NCBI GI 


gl731146 






BLAST score 


45 






E value 


l,0e-10 






Match length 


46 






% identity 


72 






NCBI Description 


HYPOTHETICAL 42.1 


KD PROTEIN 


ZK1307.9 IN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_3881615_emb_CAA87435_ (Z47358) similar to YJU2 protein 
[Caenorhabditis elegans] 

160281 

LIB3176-123-P2-K1-B3 

BLASTX 

g3695383 

431 

l.Oe-42 

85 

95 



21158 



NCBI Description 



(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160282 

LIB317 6-123-P2-K1-B8 

BLASTN 

g4580744 

57 

9.0e-24 

136 

62 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

160283 

LIB317 6-123-P2-K1-B9 

BLASTX 

g3024019 

218 

4 .Oe-18 

54 

81 

INITIATION FACTOR 5A {EIF-5A) {EIF-4D) 

>gi_2225879_dbj_BAA20876_ (AB004823) eukaryotic initiation 
factor 5A2 [Solanum tuberosum] >gi_2225887_dbj_BAA20880_ 
(AB004827) eukaryotic initiation factor 5A1 [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160284 

LIB317 6-123-P2-K1-C10 

BLASTN 

g4662609 

229 

l.Oe-126 

347 

97 

Genomic sequence for Arabidopsis thaliana BAC F10A5', 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160285 

LIB317 6-123-P2-K1-C11 

BLASTN 

g4757392 

58 

3.0e-24 

154 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

160286 

LIB317 6-123-P2-K1-C12 

BLASTX 

g4539316 

90 

3.0e-40 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
88 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

160287 

LIB3176-123-P2-K1-C2 

BLASTN 

g3212846 

78 

5.0e-36 

247 

98 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160288 

LIB3176-123-P2-K1-C3 

BLASTX 

g4580920 

88 

7.0e-32 

99 

72 

(AF113545) 
tabacum] 



vacuole-associated annexiri VCaB42 [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160289 

LIB3176-123-P2-K1-C4 

BLASTX 

gl351271 

295 

l.Oe-26 

113 

59 

TRIOSEPHOSPflATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

160290 

LIB3176-123-P2-K1-C5 

BLASTN 

g4454447 

73 

4.0e-33 

117 

57 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160291 

LIB3176-123-P2-K1-C7 

BLASTX 

g2738248 

230 
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4 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-19 

48 

96 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

160292 

LIB3176-123-P2-K1-C8 

BLASTX 

g730526 

149 

2.0e-09 

139 

88 

SOS RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi__404166_emb_CAA53005_ (X75162) BBCl protein 
[Arabidopsis thaliana] 

160293 

LIB317 6-123-P2-K1-C9 

BLASTN 

g2459406 

206 

l.Oe-112 

415 

95 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160294 

LIB317 6-123-P2-K1-D10 

BLASTN 

gl490552 

54 

3;0e-22 

66 

95 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

160295 

LIB317 6-123-P2-K1-D11 

BLASTX 

g2160185 

89 

9.0e-23 

107 

51 

(AC000132) Similar to S. pombe ISP4 (gb_D83992) . 
[Arabidopsis thaliana] 

160296 

LIB317 6-123-P2-K1-D12 

BLASTN 

g3184270 

47 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



2.0e-17 

103 

86 

Arabidopsis thaliana chromosome II BAC T8K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160297 

LIB3176-123-P2-K1-D2 

BLASTN 

gl305409 

120 

3.0e-61 

147 

96 

Arabidopsis thaliana isopentenyl diphosphate : dimethylallyl 
diphosphate isomerase (IPPl) gene, complete cds 

160298 

LIB3176-123-P2-K1-D3 

BLASTN 

g4519188 

143 

l.Oe-74 

166 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K21L19, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160299 

LIB3176-123-P2-K1-D4 

BLASTX 

gl864017 

388 

7.0e-38 

79 

96 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



160300 

LIB3176-123-P2-K1-D5 

BLASTN 

g4455339 

88 

3.0e-42 

116 

62 

Arabidopsis thaliana 
(ESSAII' project) 



DNA chromosome 4, BAC clone T12J5 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160301 

LIB3176-123-P2-K1-D7 

BLASTN 

gl66911 

55 

2.0e-22 

146 

86 



21162 



NCBI Description 



A.thaliana alpha-tubulin gene, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160302 

LIB317 6-123-P2-K1-D8 

BLASTX 

g625977 

59 

7.0e-40 

90 

92 

.p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160303 

LIB3176-123-P2-K1-D9 

BLASTX 

g3176874 

172 

3.0e-12 

84 

42 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160304 

LIB317 6-123-P2-K1-E1 

BLASTN 

g4432829 

100 

5.0e-49 

296 

97 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160305 

LIB317 6-123-P2-K1-E11 

BLASTX 

g2914700 

174 

2.0e-54 

115 

99 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160306 

LIB317 6-123-P2-K1-E12 

BLASTN 

g2160155 

442 

0. 0e+00 
457 

99 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



21163 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160307 

LIB3176-123-P2-K1-E2 

BLASTN 

g3399678 

101 

l.Oe-4 9 ^^^-r - 

170 

99 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

160308 

LIB3176-123-P2-K1-E5 

BLASTX 

gll9143 

66 

8.0e-63 

130 

97 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi 81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_2957'88_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi 1369927 emb_CAA34454_ (X16431) elongation factor 
1-aIpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi 1532173 (U63815) EF-^lalpha-A2 [Arabidopsis thaliana] 
>gi~1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

160309 

LIB3176-123-P2-K1-E6 

BLASTN 

g3766106 

70 

3.0e-31 

95 

96 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160310 

LIB3176-123-P2-K1-E7 

BLASTN 

g2351073 

264 

l.Oe-147 

324 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYJ24, complete sequence [Arabidopsis thaliana] 

160311 

LIB3176-123-P2-K1-E8 

BLASTN 

g2351068 



PI clone: 



21164 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 

2,0e-60 

233 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRHIO, complete sequence [Arabidopsis thaliana] 

160312 

LIB3176-123-P2-K1-F1 

BLASTN 

g4309683 

201 

l.Oe-109 

237 

96 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PI clone 



160313 

LIB3176-123-P2-K1-F10 
BLASTN 
g2264320 
168 

2.0e-89 
367 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXIIO, complete sequence [Arabidopsis thaliana] 

160314 

LIB3176-123-P2-K1-F12 

BLASTX 

g2959767 

197 

l.Oe-59 

141 

81 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-conjugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160315 

LIB317 6-123-P2-K1-F4 

BLASTN 

g2264310 

53 

7.0e-21 

251 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKPll, complete sequence [Arabidopsis thaliana] 

160316 

LIB3176-123-P2-K1-F5 

BLASTX 

gll68256 

438 



PI clone 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-44 

88 

95 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(TRANSAMINASE A) >gi__693688 (U150-26) aspartate 

aminotransferase [Arabidopsis thaliana] >gi_3201622 
(AC004669) aspartate aminotransferase [Arabidopsis 

thaliana] 

160317 

LIB3176-123-P2-K1-F6 

BLASTN 

g4206762 

99 

2.0e-48 

246 

86 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

160318 

LIB3176-123-P2-K1-F7 

BLASTX 

g4490732 

196 

l.Oe-31 

73 

100 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

160319 

LIB317 6-123-P2-K1-F8 

BLASTX 

gll6527 

175 

l.Oe-12 

61 

46 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 
>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 

160320 

LIB3176-123-P2-K1-G1 

BLASTX 

g267069 

419 

3.0e-41 

87 

91 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana]- >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 
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Seq. No. 


160321 


Seq. ID 


LIB3176-123-P2-K1-G10 


Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 


55 


E value 


2 .Oe— 22 


Match length 


114 


% identity 


96 


NCBI Description 


Sequence of BAG F19P19 from Arabidopsis thaliana chromosome 




1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


160322 


Seq. ID 


LIB3176-123-P2-K1-G12 


Method 


BLASTN 


NCBI GI 


g3068702 


BLAST score 


266 


E value 


l.Oe-148 


Match length 


454 


% identity 


99 


NCBI Description 


Arabidopsis thaliana putative transmembrane protein Glp 




(AtGl), putative nuclear DNA-binding protein G2p (AtG2), 




Eml protein (ATEMl), putative chlorophyll synthetase 




{AtG4), putative transmembrane protein G5p (AtG5) , put 


Seq. No. 


160323 


Seq. ID 


LIB317 6-123-P2-K1-G2 


Method 


BLASTX 


NCBI GI 


g3176676 


BLAST score 


58 


E value 


3.0e-23 


Match length 


63 


% identity 


100 


NCBI Description 


(AC003671) Similar to carbonic anhydrase gb_L19255 from 




Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963 




and gb_AA5977 34 come from this gene. [Arabidopsis thaliana] 


Seq. No. 


160324 


Seq. ID 


LIB317 6-123-P2-K1-G4 


Method 


BLASTX 


NCBI GI 


g3249099 


BLAST score 


4 97 


E value 


2.0e-50 


Match length 


129 


% identity 


77 


NCBI Description 


(AC003114) EST gb_T21244 comes from this gene. [Arabidopsis 




thaliana] >gi_4220616_dbj_BAA74591_ (AB021936) 




nicotianamine synthase [Arabidopsis thaliana] 


Seq. No. 


160325 


Seq. ID 


LIB317 6-123-P2-K1-G5 


iXtetinoa 


BLASTN 


NCBI GI 


g4678705 


BLAST score 


189 


E value 


l.Oe-102 


Match length 


204 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAG clone F10N7 



21167 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

j^atch length 

% identity 

NCBI Description 



160326 

LIB317 6-123-P2-K1-G6 

BLASTN 

g4454447 

26 

2.0e-05 

111 

53 

Arabidopsis thaliana chromosome II BAG F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No- 


160327 


Seq. ID 


LIB317 6-123-P2-K1-G9 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


74 


E value 


2.0e-19 


Match length 


103 


% identity 


50 


NCBI Description 


ribosomal protein L7 


Seq. No. 


160328 


Seq. ID 


LIB3176-123-P2-K1-H1 


Method 


BLASTN 


NCBI GI 


g4584387 


BLAST score 


141 


E value 


2.0e-73 


Match length 


296 


% identity 


96 


NCBI Description 


Arabidopsis thaliana 



F7J7 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160329 

LIB317 6-123-P2-K1-H10 

BLASTX 

g4455256 

199 

l.Oe-15 

113 

63 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160330 

LIB317 6-123-P2-K1-H11 

BLASTN 

g4580744 

138 

l.Oe-71 

242 

51 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 



Seq. No. 



160331 



21168 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-123-P2-K1-H3 

BLASTX 

gl872544 

309 

2.0e-28 

97 

66 

(U89014) early light-induced protein; ELIP [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160332 

LIB3176-123-P2-K1-H4 

BLASTX 

gll4527 

185 

5.0e-58 

133 

90 

ATP SYNTHASE ALPHA CHAIN >gi_67825_pir PWSPA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
spinach chloroplast >gi_12261_emb_CAA2934 6_ (X05916) atpA 
protein (cfl alpha) (AA 1-507) [Spinacia oleracea] 

160333 

LIB3176-123-P2-K1-H5 

BLASTX 

gll70503 

183 

3.0e-33 

85 

92 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_einb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

160334 

LIB3176-123-P2-K1-H6 

BLASTX 

g3342802 

325 

2.0e-30 

90 

74 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 

160335 

LIB3176-123-P2-K1-H8 

BLASTX 

gl755096 

173 

9.0e-18 

59 

65 

(U66904) alpha-tubulin [Trichomitus batrachorum] 



21169 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160336 

LIB3177-002-Q1-K1-A10 

BLASTX 

g2662469 

435 - 

2.0e-43 

81 

100 

(AF034217) ribosomal protein S6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160337 

LIB3177-002-Q1-K1-A12 

BLASTN 

g2924257 

61 

9.0e-26 

85 

93 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160338 

LIB3177-002-Q1-K1-A4 

BLASTN 

g2191157 

127 

4.0e-65 

300 

100 

Arabidopsis thaliana BAC IG002P16 
160339 

LIB3177-002-Q1-K1-A5 

BLASTX 

g3915826 

387 

l.Oe-37 

89 

82 

60S RIBOSOMAL PROTEIN L5 
160340 

LIB3177-002-Q1-K1-A6 

BLASTN 

g4263694 

139 

2.0e-72 

291 

95 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160341 

LIB3177-002-Q1-K1-A7 

BLASTX 

gl703220 

257 



21170 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-22 

91 

56 

AIG2 PROTEIN >gi_1127806 (U40857) AIG2 [Arabidopsis 
thaliana] 

160342 

LIB3177-002-Q1-K1-A8 

BLASTN 

gl632775 

269 

l.Oe-150 

295 

99 

A. thaliana t5r gene 
160343 

LIB3177-002-Q1-K1-B1 

BLASTX 

gl524370 

229 

3.0e-19 

85 

49 

(X92491) TOM20 [Solanum tuberosum] 
160344 

LIB3177-002-Q1-K1-B10 

BLASTX 

g4454037 

469 

2.0e-47 

85 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method . 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160345 

LIB3177-002-Q1-K1-B11 

BLASTX 

gll69598 

295 

6.0e-27 

67 

82 

OMEGA-6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

160346 

LIB3177-002-Q1-K1-B12 

BLASTX 

g4193388 

278 

6.0e-25 

74 

76 



21171. 



NCBI Description 



{AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160347 

LIB3177-002-Q1-K1-B3 

BLASTN 

g4512656 

159 

3.0e-84 

301 

89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160348 

LIB3177-002-Q1-K1-B4 

BLASTN 

g2804259 

298 

l.Oe-167 

298 

100 

Arabidopsis thaliana DNA for phosphoserine 
aminotransferase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160349 

LIB317 7-002-Q1-K1-B5 

BLASTX 

g3892702 

321 

6.0e-30 

56 

100 

(AL033545) extensin like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160350 

LIB3177-002-Q1-K1-B6 

BLASTX 

g4512651 

417 

3.0e-41 

79 

100 

(AC007048) 
thaliana] 



putative tyrosine transaminase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160351 

LIB3177-002-Q1-K1-B8 

BLASTN 

gl6472 

257 

l.Oe-143 

257 

100 

A. thaliana rRNA repeat unit, most frequent IGR type 



Seq. No. 



160352 



21172 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-002-Q1-K1-B9 

BLASTX 

g3242075 

505 

l.Oe-51 

99 

100 

(Z97059) S-adenosyl-L-homocysteine hydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160353 

LIB3177-002-Q1-K1-C10 

BLASTX 

g3063472 

494 

3.0e-50 

91 

100 

(AC003981) F22013.34 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160354 

LIB3177-002-Q1-K1-C11 

BLASTN 

g414549 

249 

l.Oe-138 

269 

99 

Arabidopsis thaliana Columbia cytosolic triose phosphate 
isomerase (Atctimc) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160355 

LIB3177-002-Q1-K1-C12 

BLASTX 

g3859600 

197 

.2.0e-15 
83 
19 

(AF104919) T15B16.6 gene product [Arabidopsis thaliana] 
>gi_4558545_gb_AAD22638. 1_AC007138_2 (AC007138) putative 
CHP-rich zinc finger protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160356 

LIB3177-002-Q1-K1-C2 

BLASTX 

g3688799 

368 

2.0e-35 
82 
84 

(AF057137) 
thaliana] 



gamma tonoplast intrinsic protein 2 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



160357 

LIB3177-002-Q1-K1-C3 
BLASTX 



21173 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421836 
161 

3.0e-ll 

33 

100 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 

160358 

LIB3177-002-Q1-K1-C4 

BLASTX 

gl255951 

436 

2.0e-43 

97 

80 

{X96932) PS60 [Nicotiana tabacum] 
160359 

LIB3177-002-Q1-K1-C5 

BLASTX 

gl363489 

419 

2.0e-41 

81 

95 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

160360 

LIB3177-002-Q1-K1-C6 

BLASTX 

gl363489 

424 

5.0e-42 

77 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

160361 

LIB3177-002-Q1-K1-C8 

BLASTX 

g2119846 

547 

2.0e-56 

99 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



21174 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160362 

LIB3177-002-Q1-K1-C9 

BLASTN 

g3510342 

296 

l.Oe-166 

296 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MGN6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160363 

LIB3177-002-Q1-K1-D1 

BLASTX 

g3851636 

272 

3.0e-24 
78 
68 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
40S ribosome protein 87 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160364 

LIB3177-002-Q1-K1-D3 

BLASTN 

g4589443 

73 

4.0e-33 

133 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVP7, complete sequence 

160365 

LIB3177-002-Q1-K1-D4 

BLASTX 

gll3026 

326 

l.Oe-30 

77 

83 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITEU^TASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160366 

LIB3177-002-Q1-K1-D5 

BLASTX 

gl20667 

481 

l.Oe-48 
98 



21175 



* 



% identity 

NCBI Description 



99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160367 

LIB3177-002-Q1-K1-D6 

BLASTX 

g2062161 

497 

l.Oe-50 
93 
53 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160368 

LIB3177-002-Q1-K1-D7 

BLASTX 

g4666287 

248 

2.0e-21 

85 

58 

{D85764) cytosolic monodehydroascorbate reductase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160369 

LIB3177-002-Q1-K1-D9 

BLASTX 

g4680713 

234 

9.0e-20 

94 

50 

{AF132971) CGI-37 protein [Homo sapiens] 
160370 

LIB3177-002-Q1-K1-E1 

BLASTX 

g2983997 

266 

2.0e-23 

91 

53 

(AE000749) hypothetical protein [Aquifex aeolicus] 
160371 

LIB3177-002-Q1-K1-E10 

BLASTX 

g402753 

469 

2.0e-47 



21176 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



99 
92 

(X71439) translation elongation factor EF-G [Glycine max] 
160372 

LIB3177-002-Q1-K1-E11 

BLASTN 

g4406752 

162 

3.0e-86 

224 

99 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160373 

LIB3177-002-Q1-K1-E3 

BLASTX 

gll72872 

400 

3.0e-39 

98 

81 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_4 35618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4 539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

160374 

LIB3177-002-Q1-K1-E4 

BLASTX 

g2462929 

303 

l.Oe-38 

87 

99 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
160375 

LIB3177-002-Q1-K1-E5 

BLASTN 

g3241924 

161 

2.0e-85 

300 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC6, complete sequence [Arabidopsis thaliana] 

160376 

LIB3177-002-Q1-K1-E7 

BLASTN 

g4589438 

104 

7.0e-52 



21177 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



112 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ2, complete sequence 

160377 

LIB3177-002-Q1-K1-E8 

BLASTX 

g2062161 

334 

2.0e-31 

98 

68 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



160378 

LIB3177-002-Q1-K1-E9 

BLASTX 

gl26766 

433 

4.0e-43 
93 

86 . ' 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

160379 

LIB3177-002-Q1-K1-F10 

BLASTN 

g3659491 

259 

l.Oe-144 

289 

98 

Sequence of BAG T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

160380 

LIB3177-002-Q1-K1-F11 

BLASTN 

gl6327 

240 

l.Oe-132 

248 

100 

A. thaliana homeobox gene Athb-1 mRNA 
160381 

LIB3177-002-Q1-K1-F12 

BLASTN 

g2980757 

254 

l.Oe-141 

299 

95 



21178 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160382 

LIB3177-002-Q1-K1-F2 

BLASTN ■ 

g3608126 

255 

l.Oe-141 

300 

99 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160383 

LIB3177-002-Q1-K1-F3 

BLASTX 

g2921209 

191 

2.0e-31 

98 

72 

(AF026148) beta-ketoacyl-ACP synthase I 
frutescens] 



[Perilla 



Seq. No. 

Seq, . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160384 

LIB3177-002-Q1-K1-F4 

BLASTN 

g3355463 

53 

5.0e-21 

80 

91 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160385 

LIB3177-002-Q1-K1-F6 

BLASTX 

g3023848 

432 

6.0e-43 

85 

37 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160386 

LIB3177-002-Q1-K1-F7 

BLASTX 

gl575327 

491 

6.0e-50 

98 

98 



21179 



NCBI Description 



{U59738) ATP sulfurylase [Arabidopsis thaliana] 



Seq. No. 


160387 


Seq. ID 


LIB3177-002-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gz^ooUby 


BLAST score 


373 


E value 


4 . ue— oD 


Match length 


72 


% identity 


yy 


NCBI Description 


[UfZLDD) Deua— gxucos 


beq. No. 


1 DU 0 


Seq. ID 


LIB3177-002-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g82512 


BLAST score 


408 


E value 


3.0e-40 


Match length 


82 


% identity 


41 


NCBI Description 


ubiquitin precursor 



rice (fragment) 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160389 

LIB3177-002-Q1-K1-G1 

BLASTN 

g3414927 

296 

l.be-166 
296 ' 
100 

Arabidopsis thaliana PsbY precursor (psbY) mRNA, 
gene encoding chloroplast protein, complete cds 



nuclear 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160390 

LIB3177-002-Q1-K1-G10 

BLASTX 

g2347199 

226 

8.0e-19 

76 

61 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 
160391 

LIB3177-002-Q1-K1-G11 

BLASTX 

g3461837 

384 

2.0e-37 

74 

100 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin AtEx6 [Arabidopsis 
thaliana] 



21180 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160392 

LIB3177-002-Q1-K1-G3 

BLASTX 

g4455192 

456 

8.0e-46 
100 ^ 
95 

(AL035440) putative protein [Arabidopsis thaliana] 
160393 

LIB3177-002-Q1-K1-G4 

BLASTX 

g4538939 

525 

7.0e-54 

99 

100 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160394 

LIB3177-002-Q1-K1-G5 

BLASTX 

g2160168 

473 

8.0e-48 
86 

100 - 

(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb_T41853, gb_T76648 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


160395 


Seq. ID 


LIB3177-002-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


374 


E value 


4.0e-36 


Match length 


90 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN LlOA 


Seq. No. 


160396 


Seq. ID 


LIB3177-002-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl246019 


BLAST score 


47 


E value 


2.0e-ll 


Match length 


85 


% identity 


44 


NCBI Description 


(S80554) chalcone synthase, 



erecta, tt4. Peptide Mutant,- 395 aa] [Arabidopsis] 



Seq. No. 
Seq. ID 



160397 

LIB3177-002-Q1-K1-G8 



21181 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3859600 

202 

5.0e-16 

83 

19 

{AF104919) T15B16.6 gene product [Arabidopsis thaliana] 
>gi_4558545_gb_AAD22638.1_AC007138_2 (AC007138) putative 
CHP-rich zinc finger protein [Arabidopsis thaliana] 

160398 

LIB3177-002-Q1-K1-G9 

BLASTN 

g3779020 

292 

l.Oe-163 

296 

100 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160399 

LIB3177-002-Q1-K1-H10 . 

BLASTX 

gl361987 

484 

4.0e-49 

95 

100 

GF14 protein chi chain - Arabidopsis thaliana 
160400 

LIB3177-002-Q1-K1-H12 

BLASTX 

gl076416 

324 

2.0e-30 

'87 
80 

sulfite reductase (ferredoxin) (EC 1.8.7.1) precursor - 

Arabidopsis thaliana >gi_2129745_pir S71437 sulfite 

reductase (ferredoxin) (EC 1.8.7.1) precursor - Arabidopsis 
thaliana >gi_804 953_emb_CAA89154_ (Z49217) sulfite 
reductase [Arabidopsis thaliana] 

160401 

LIB3177-002-Q1-K1-H2 

BLASTN 

g4580365 

42 

2.0e-14 

54 

94 

Arabidopsis thaliana chromosome I BAC F3F20 genomic 
sequence, complete sequence 



Seq. No. 



160402 



21182 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-002-Q1-K1-H3 

BLASTN 

g4678258 

199 

l.Oe-108 

297 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F6I7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160403 

LIB3177-002-Q1-K1-H4 

BLASTX 

g3377797 

432 

6.0e-43 

93 

90 

{AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

160404 

LIB3177-002-Q1-K1-H5 

BLASTX 

gl363489 

408 

4.0e-40 

91 

84 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

160405 

LIB3177-002-Q1-K1-H6 ^ 

BLASTN 

g4678258 

90 

4.0e-43 

288 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160406 

LIB3177-002-Q1-K1-H7 

BLASTX 

g3337356 

499 

8.0e-51 

99 

98 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



21183 



Seq. No. 


160407 


Seq. ID 


LIB3177-002-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3859609 


BLAST score 


385 


E value 


2 . Oe-37 


Match length 


79 


% identity 


100 


NCBI Description 


(AF104 919) Arabidopsis thaliana ABCl prote 




[Arabidopsis thaliana] 


Seq. No. 


1 60408 


Seq. ID 


LIB3177-002-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3953459 


BLAST score 


487 


E value 


2.0e-49 


Match length 


98 


% identity 


100 


NCBI Description 


(AC002328) F20N2.4 [Arabidopsis thaliana] 


Seq. No. 


160409 


Seq. ID 


LIB3177-003-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g4455321 


BLAST score 


81 


E value 


l.Oe-37 


Match length 


127 


% identity 


46 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 


Seq. No. 


160410 


Seq. ID 


LIB3177-003-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl702986 


BLAST score 


288 


E value 


7.0e-26 


Match length 


92 


% identity 


70 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 CHI >gi 1255987 (1 




isoform [Arabidopsis thaliana] >gi 1256534 




chi chain [Arabidopsis thaliana] 


Seq. No. 


160411 


Seq. ID 


LIB3177-003-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g2244950 


oLAoi score 




E value 


8.0e-33 


Match length 


340 


% identity 


83 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSi 




fragment No 


Seq. No. 


160412 



{GB:AJ001158) 



clone F4I10 



I contig 



21184 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-003-P1-K1-C1 

BLASTN 

g3510336 

79 

l.Oe-36 

186 

69 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

160413 

LIB3177-003-P1-K1-C2 

BLASTX 

g4585935 

200 

l.Oe-15 

79 

52 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474 194 6_gb_AAD28770 . 1_AF134 123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

160414 

LIB3177-003-P1-K1-D1 

BLASTN 

g4454022 

49 

l.Oe-18 

85 

49 

Arabidopsis thaliana DNA chromosome 4, BAG clone F9D16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160415 

LIB3177-003-P1-K1-D3 

BLASTX 

gl076416 

154 

9.0e-ll 

62 

55 

sulfite reductase (ferredoxin) (EC 1.8.7.1) precursor - 

Arabidopsis thaliana >gi_2129745_pir S71437 sulfite 

reductase (ferredoxin) (EC 1.8.7.1) precursor - Arabidopsis 
thaliana >gi_804 953_emb_CAA89154_ (Z49217) sulfite 
reductase [Arabidopsis thaliana] 

160416 

LIB3177-003-P1-K1-D8 

BLASTX 

gl732570 

168 

l.Oe-11 

96 

45 

(U72153) beta-glucosidase [Arabidopsis thaliana] 



21185 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160417 

LIB3177-003-P1-K1-D9 

BLASTX 

g4741954 

303 

l.Oe-27 

124 

54 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
160418 

LIB3177-003-P1-K1-E2 

BLASTX 

g2129538 

72 

6.0e-01 

74 

48 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

160419 

LIB3177-003-P1-K1-E3 

BLASTX 

g4586047 

217 

l.Oe-17 

106 

44 

{AC007020) putative ferritin protein [Arabidopsis thaliana] 
>gi_4588004_gb_AAD25945. 1_AF085279_18 (AF085279) 
hypothetical ferritin subunit [Arabidopsis thaliana] 

160420 

LIB3177-003-P1-K1-E4 

BLASTX 

g4468807 

212 

4.0e-17 

103 
47 

(AL035601) cytochrome P450 monooxygenase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



160421 

LIB3177-003-P1-K1-F1 

BLASTX 

g4741960 

303 

l.Oe-27 

85 

72 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
160422 

LIB3177-003-P1-K1-F10 
BLASTN 



21186 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220635 
33 

6.0e-09 

113 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone: 



160423 

LIB3177-003-P1-K1-F4 

BLASTX 

g4585882 

369 

2.0e-35 

132 

60 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



160424 

LIB3177-003-P1-K1-G3 

BLASTN 

g2564050 

36 

l.Oe-11 

76 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA22, complete sequence [Arabidopsis thaliana] 



PI clone: 



160425 

LIB3177-003-P1-K2-A2 

BLASTN 

g4455321 

39 

5.0e-13 

107 

62 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F4I10 



160426 

LIB3177-003-P1-K2-A4 

BLASTN 

gl255986 

54 

7.0e-22 

142 

83 

Arabidopsis thaliana GF14chi isoform (GRFl) gene, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160427 

LIB3177-003-P1-K2-A6 

BLASTX 

g3599491 

142 



21187 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-09 

61 

51 

{AF085149) putative aminotransferase [Capsicum chinense] 



160428 

LIB3177-003-P1-K2-B4 

BLASTN 

g2244950 

329 

O.Oe+00 

435 

99 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



160429 

LIB3177-003-P1-K2-B6 

BLASTN 

g3869075 

39 

9.0e-13 
91 

87 • - 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



160430 

LIB3177-003-P1-K2-C1 

BLASTN 

g3510336 

43 

4.0e-15 

79 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18J17, complete sequence [Arabidopsis thaliana] 

160431 

LIB3177-003-P1-K2-C2 

BLASTN 

g4585918 

33 

5.0e-09 

55 

91 

Arabidopsis thaliana chromosome II BAC F1013 genomic 
sequence, complete sequence 

160432 

LIB3177-003-P1-K2-C4 

BLASTX 

g2062161 

618 

2.0e-64 

119 

50 



21188 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

160433 

LIB3177-003-P1-K2-D7 . 

BLASTN 

g984051 

37 

2.0e-ll 

89 

85 

A. thaliana mRNA for thioglucoside glucohydrolase 
160434 

LIB3177-003-P1-K2-E4 

BLASTX 

g4468807 

565 

3.0e-58 

150 

76 

{AL035601) cytochrome P450 monooxygenase-like protein 
[Arabidopsis thaliana] 

160435 

LIB3177-003-P1-K2-F4 

BLASTX 

g4585882 

594 

l.Oe-61 

124 

95 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

160436 

LIB3177-003-P1-K2-F7 

BLASTN 

g3785992 

51 

9.0e-20 

128 

49 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



160437 ■ 

LIB3177-0.03-P1-K2-G2 

BLASTX 

g4115381 

406 

9.0e-40 

120 

64 

(AC005967) putative limonene 
160438 



cyclase [Arabidopsis thaliana] 



21189 



Seq. ID 


LIB3177-003-P1-K2-H4 


Method 


BLASTX 


NCBI GI 


g3892712 


BLAST score 


286 


E value 


l.Oe-25 


Match length 


66 


% identity 


85 


NCBI Description 


(AL033545) adenine phosphoribosyltransf erase (EC 




2 . 4 . 2 . 7) -like protein [Arabidopsis thaliana] 


Seq. No. 


160439 


Seq. ID 


LIB3177-004-P1-K2-A4 


Method 


BLASTN 


NCBI GI 


g2351071 


BLAST score 


126 


E value 


1 .Oe-64 


Match length 


272 


% identity 


92 - 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MVA3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


160440 


Seq. ID 


LIB3177-004-P1-K2-A8 


Method 


BLASTN 


NCBI GI 


g4589445 


BLAST score 


49 


E value 


9.0e-19 


Match length 


176 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MWL2/ complete sequence 


Seq. No. 


160441 


Seq. ID 


LIB3177-004-P1-K2-B11 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


141 


E value 


l.Oe-08 


Match length 


83 


% identity 


39 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


160442 


Seq. ID 


LIB3177-004-P1-K2-B2 


Method 


BLASTX 


NCBI GI 


gll69201 


BLAST score 


327 


E value 


2.0e-30 


Match length 


106 


% identity 


64 


NCBI Description 


DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 


>gi 421830 pir S33707 DRT112 protein - Arabidopsis 




thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana 


Seq. No. 


160443 


Seq. ID 


LIB3177-004-P1-K2-B6 


Method 


BLASTX 



21190 



NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl32074 
495 

3.0e-50 

116 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE. SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



160444 
LIB317 
BLASTN 
gll425 
44 

3.0e-l 

44 

100 

Brassi 
(atpF) 



7-004-P1-K2-B7 

93 

6 



ca oleracea chloroplast ATP synthase CF-0 subunit I 
gene, partial cds 



160445 

LIB3177-004-P1-K2-C1 

BLASTX ' . ' - 

g266936 

301 

2.0e-27 

74 

77 

SOS RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir ^A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 

160446 

LIB3177-004-P1-K2-C2 

BLASTX 

gl32110 

360 

3.0e-34 

79 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060__pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

160447 

LIB3177-004-P1-K2-C4 
BLASTX 

g2341034 - ' 

349 

3.0e-33 
77 



211-91 



% identity 

NCBI Description 

Seq. Nol 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
160448 

LIB3177-004-P1-K2-D1 

BLASTN 

gl6206 

99 

2.0e-48 

225 

86 

A. thaliana Cab mRNA for photossystem I chlorophyll 
A/B-binding protein 

160449 

LIB3177-004-P1-K2-D11 

BLASTN 

g3212846 

89 

2.0e-42 

131 

92 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160450 

LIB3177-004-P1-K2-D4 

BLASTN 

gl931636 

112 

4 .Oe-56 

345 

96 

Arabidopsis thaliana BAC T19D16 genomic sequence 
160451 

LIB3177-004-P1-K2-D7 

BLASTX 

gl32102 

609 

2.0e-63 

125 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

{RUBISCO SMALL SUBUNIT 2B) >gi_6B061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194^emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160452 

LIB3177-004-P1-K2-E10 

BLASTX 

g2828267 

380 

l.Oe-36 
87 



21192 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

(Y14044) geranylgeranyl reductase [Arabidopsis thaliana] 
160453 

LIB3177-004-P1-K2-E11 

BLASTX 

gl350720 

324 

3.0e-30 

91 

70 

60S RIBOSOMAL PROTEIN L32 
160454 

LIB3177-004-P1-K2-E12 

BLASTN 

g643089 

71 

l.Oe-31 

168 

85 

A. thaliana itiRNA for NADH : ubiquinone oxidoreductase (complex 
I) 



Seq. No. 


160455 


Seq. ID 


LIB3177-004-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


g3738336 


BLAST score 


338 


E value 


l.Oe-31 


Match length 


94 


% identity 


76 


NCBI Description 


(AC005170) unknown p 


Seq. No. 


160456 


Seq. ID 


LIB3177-004-P1-K2-E8 


Method 


BLASTX 


NCBI GI 


g2895510 


BLAST score 


617 


E value 


2.0e-64 


Match length 


123 


% identity 


97 


NCBI Description 


(AF033204) putative ] 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160457 

LIB3177-004-P1-K2-E9 

BLASTX 

g548653 

49 

l.Oe-29 

81 

93 

50S RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir ^A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_4 68771_emb_CAA48181_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



21193 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160458 

LIB3177-004-P1-K2-F1 

BLASTX 

g548653 

322 

4.0e-30 

96 

72 

503 RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir ^A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_468771_emb_CAA48181_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ~ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160459 

LIB3177-004-P1-K2-F3 

BLASTX 

gll5783 

637 

9.0e-67 

122 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160460 

LIB3177-004-P1-K2-F5 

BLASTN 

g3510247 

122 

5.0e-62 

388 

98 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160461 

LIB3177-004-P1-K2-F8 

BLASTX 

g4455223 

306 

6.0e-28 

99 

39 

(AL0354 40) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160462 

LIB3177-004-P1-K2-G1 

BLASTX 

gl352056 

455 

2.0e-45 

86 

97 



21194 



NCBI Description 



AUXIN-RESPONSIVE PROTEIN IAA2 >gi_454283 (L15449) 
auxin-responsive protein [Arabidopsis thaliana] 



Seq. No. 


160463 


Seq. ID 


LIB3177-004-P1-K2-G2 


Method 




NCBI GI 


g4 3 0 DO 04 


BLAST score 


coo 

528 


E value 


C C A 

0 . Ue-D4 


Match length 


lie 

115 


% identity 


93 


NCBI Description 


(ACUUdooU) PSI type III cnloropnyll a/D-Dinaing prot< 




[Arabidopsis thaliana] 


Seq. No. 


160464 


Seq. ID 


LIB3177-004-P1-K2-G7 


Method 


BLASTN 


NCBI GI 


g2351071 


BLAST score 


219 


E value 


1 . Oe-120 


Match length 


317 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c. 




MVA3, complete sequence [Arabxdppsis thaliana] 


Seq. No, 


160465 


Seq. ID 


LIB3 17 7-004 -P1-K2-G8 


Method 


BLASTX 


NCBI GI 


g3402716 


BLAST score 


193 


E value 


1 . Oe-14 


Match length 


99 


% identity 


48 


NCBI Description 


(ACUU4zd1) unknown protein [AraDiaopsis tnalianaj 


Seq. No. 


160466 


Seq. ID 


LIB3177-004-P1-K2-H11 


Method 


BLASTN 


NCBI GI 


g972918 


BLAST score 


TOO 


E value 


1 . Oe-72 


Match length 


169 


^ laentiLy 




NCBI Description 


Arabidopsis thaliana IAA8 (IAA8) gene complete cds 


Seq. No. 


160467 


Seq. ID 


LIB3177-004-P1-K2-H2 


Me moQ 


Dlirt-O i IN 


NCBI GI 


gl66745 


BLAST score 


122 


E value 


5.0e-62 


Match length 


187 


% identity 


81 


NCBI Description 


A. thaliana plasma membrane proton ATPase (PMA) mRNA, 




complete cds 


Seq. No. 


160468 



21195 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% * identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-004-P1-K2-H4 

BLASTN 

gl4342 

55 

2.0e-22 

109 

87 

A.thaliana mRNA for carbonic anhydrase 
160469 

LIB3177-004-P1-K2-H8 

BLASTN 

gl4342 

40 

l.Oe-13 

125 

81 

A.thaliana mRNA for carbonic anhydrase 
160470 

LIB3177-005-P1-K1-A1 

BLASTX 

gl36739 

196 

4.0e-15 

82 
56 

UTP~GLUC0SE-1-PH0SPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

160471 

LIB3177-005-P1-K1-A2 

BLASTX 

gl483150 

58 

8.0e-12 

72 

58 

(D84417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160472 

LIB3177-005-P1-K1-A3 

BLASTX 

g2583125 

375 

4.0e-36 

122 

64 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



160473 

LIB3177-005-P1-K1-A4 



21196 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4262174 

487 

4.0e-49 

137 

66 

{AC005508) 



9058 [Arabidopsis .thaliana] 



160474 

LIB3177-005-P1-K1-A8 

BLASTX 

g4587542 

319 

2.0e-29 

111 

60 

{AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb Z3804 6 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160475 

LIB3177-005-P1-K1-B2 

BLASTX 

g2982301 

177 

6.0e-13 

103 

45 

(AF051235) YGLOlOw-like protein [Picea mariana] 
160476 

LIB3177-005-P1-K1-B3 

BLASTN 

g4589409 

74 

2.0e-33 

409 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F17P19, complete sequence 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160477 

LIB3177-005-P1-K1-B6 

BLASTX 

g4191778 

258 

l.Oe-22 

86 

62 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

160478 

LIB3177-005-P1-K1-B8 

BLASTX 

g4335763 

196 



21197 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-15 

75 

59 

(AC006284) unknown protein [Arabidopsis thaliana] 
160479 

LIB3177-005-P1-K1-C1 

BLASTX 

g3153205 

237 

7.0e-20 

68 

66 

(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 

160480 

LIB3177-005-P1-K1-C3 

BLASTN 

g4519194 

100 

6.0e-49 

329 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MHM17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160481 

LIB3177-005-P1-K1-D1 

BLASTN 

gl022779 

47 

3.0e-17 

167 

82 

Arabidopsis thaliana GF14 Kappa isoform mRNA, complete cds 
160482 

LIB3177-005-P1-K1-D2 

BLASTN 

g2754815 

129 

3.0e-66 

301 

86 

Arabidopsis thaliana non-race specific disease resistance 
protein (NDRl) gene, complete cds 

160483 

LIB3177-005-P1-K1-D4 

BLASTX 

gl946690 

216 

2:0e-17 

78 

58 

(U94 4 95) glutathione peroxidase [Arabidopsis thaliana] 



21198 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_45824 52_gb_AAD24836.1_AC007071_8 (AC007071) putative 
glutathione peroxidase (Arabidopsis thaliana] 

160484 

LIB3177-005-P1-K1-D7 

BLASTX 

g4585925 

280 

4.0e-25 

86 

69 

(AC007211) unknown protein [Arabidopsis thaliana] 
160485 

LIB3177-005-P1-K1-E10 

BLASTN 

g4538949 

39 

l.Oe-12 

63 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24G24 
(ESSA project) 

160486 

LIB3177-005-P1-K1-E2 

BLASTN 

g4662640 

101 

l.Oe-49 

209 

37 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

160487 

LIB3177-005-P1-K1-E3 

BLASTX 

g3157944 

143 

4.0e-09 

59 

56 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U79769 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160488 

LIB3177-005-P1-K1-E5 

BLASTX 

gll5470 

362 

l.Oe-34 

133 

59 



21199 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_320554_pir_S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 

[Arabidopsis thaliana] 

160489 - 

LIB3177-005-P1-K1-E7 

BLASTX 

g464662 

218 

l.Oe-17 

127 

45 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
PROTEIN RNP-T) (RNA-BINDING PROTEIN 1) 

>gi_282884_pir S28057 RNA-binding protein RNP-T - 

Arabidopsis thaliana >gi_164 90_emb_CAA4 6347_ {X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
(M94 554) 31 kDa RNA binding protein [Arabidopsis thaliana] 
>gi_475718 (U08467) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_emb_CAA2298 6_ (AL035356) RNA-binding 
protein RNP-T precursor [Arabidopsis thaliana] 
>gi_737X69_prf_1921382A RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160490 

LIB3177-005-P1-K1-F10 

BLASTX 

gll75011 

211 

6.0e-17 

77 

57 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_einb_CAA4 8356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi__3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

160491 

LIB3177-005-P1-K1-F3 

BLASTX 

g3914863 

224 

2.0e-18 

88 

59 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 

>gi_2293074_emb__CAA92560_ (Z68262) ribosomal protein S4 
[Sisyrinchium sp. 'Lejeune 1997 •] >gi_2293081_emb_CAA92561_ 
(Z68263) ribosomal protein S4 [Sisyrinchium striatum] ~ 

160492 

LIB3177-005-P1-K1-F4 

BLASTX 

g4583542 

144 



21200 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4,0e-09 

61 

59 

(¥16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

160493 

LIB3177-005-P1-K1-F6 

BLASTN 

g2252848 

72 

4 .Oe-32 

332 

80 

Arabidopsis thaliana BAC TM018A10 
160494 

LIB3177-005-P1-K1-F7 

BLASTX 

g4263525 

279 

6.0e-25 

96 

64 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

160495 

LIB3177-005-P1-K1-G2 

BLASTX 

g2781354 

214 

3.0e-17 

103 

49 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
160496 

LIB3177-005-P1-K1-G3 

BLASTX 

g3386613 

356 

7.0e-34 

101 

70 

(AC004 665) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160497 

LIB3177-005-P1-K1-G5 

BLASTX 

g4432839 

255 

5.0e-22 

127 

47 

(AC006283) unknown protein [Arabidopsis thaliana] 



21201 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160498 

LIB3177-005-P1-K1-G7 

BLASTN 

g2656031 

50 

5.0e-19 

201 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160499 

LIB3177-005-P1-K1-H12 

BLASTX 

g3123188 

308 

3.0e-28 

117 

56 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi__2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160500 

LIB3177-005-P1-K1-H2 

BLASTN 

g2791999 

60 

3.0e-25 

192 

88 

Arabidopsis thaliana mRNA for ribosomal protein L4 
160501 

LIB3177-005-P1-K1-H4 

BLASTX 

gl732570 

186 

6.0e-14 

76 

51 

(U72153) beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160502 

LIB3177-005-P1-K1-H8 

BLASTX 

gl710780 

158 

7.0e-ll 

75 

43 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 



160503 



21202 



Seq. ID 


LIB3177-005-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2244740 


BLAST score 


200 


E value 


2 . Oe-15 


Match length 


142 


% identity 


36 


NCBI Description 


{D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 


Seq. No, 


160504 


Seq. ID 


LIB3177-005-P1-K2-A1 


Method 


BLASTX 


NCBI GI 


gl36739 


BLAST score 


289 


E value 


5 . Oe-26 


Match length 


97 


% identity 


59 


NCBI Description 


UTP--GLUC0SE-1-PH0SPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 




P YROPHOSPHORYLASE ) { UDPGP ) >gi_67 0 6 l_pir XNPOU 




UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7,7.9) 




potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 




pyrophosphorylase precursor [Solanum tuberosum] 


Seq. No. 


160505 


Seq. ID 


LIB3177-005-P1-K2-A2 


Method 


BLASTX 


NCBI GI 


g4704613 


BLAST score 


567 


E value 


l.Oe-58 


Match length 


120 


% identity 


92 


NCBI Description 


(AF109695) monodehydroascorbate reductase [Brassica juncea 


Seq. No. 


160506 


Seq. ID 


LIB3177-005-P1-K2 -A3 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


694 


E value 


2.0e-73 


Match length 


144 


% identity 


92 


NCBI Description 


(AC002387) putative transketolase precursor [Arabidopsis 




thaliana] 


Seq. No. 


1 60507 


Seq. ID 


LIB3177-005-P1-K2-A4 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


783 


E value 


7 . Oe-84 


Match length 


142 


% identity 


100 


NCBI Description 


(AC005508) 9058 [Arabidopsis thaliana] 


Seq. No. 


160508 


Seq. ID 


LIB3177-005-P1-K2-A8 


Method 


BLASTX 



21203 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4587542 
456 

l.Oe-45 

108 

83 

{AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come- from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160509 

LIB3177-005-P1-K2-B1 

BLASTX 

g4650842 

153 

3.0e-10 

36 

86 

{AB026185) elongation factor 2 [Lithospermum erythrorhizon] 
160510 

LIB3177-005-P1-K2-B2 

BLASTX 

g2982301 

317 

2.0e-29 

93 

63 

(AF051235) YGLOlOw-like protein [Picea mariana] 
160511 

LIB3177-005-P1-K2-B3 

BLASTX 

g4559358 

191 

2.0e-14 

61 

57 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160512 

LIB3177-005-P1-K2-B4 

BLASTN 

g4757401 

230 

l.Oe-126 

410 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160513 

LIB3177-005-P1-K2-B6 

BLASTX 

g4191778 

616 

3.0e-64 



21204 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
88 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

160514 

LIB3177-005-P1-K2-B8 

BLASTN 

g4335744 

164 

4.0e-87 

393 

97 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160515 

LIB3177-005-P1-K2-C1 

BLASTX 

g3153205 

362 

l.Oe-34 

74 

96 

(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 

160516 

LIB3177-005-P1-K2-C2 

BLASTX 

g548605 

175 

l.Oe-12 

53 

74 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

160517 

LIB3177-005-P1-K2-C3 

BLASTX 

g3212870 

255 

6.0e-22 

71 

75 

(AC004005) 
thaliana] 



putative N-myristoyltransf erase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160518 

LIB3177-005-P1-K2-C8 

BLASTN 

g4519194 

85 



21205 



E value 
Match length 
% identity 
NCBI Description 



4,0e-40 

252 

83 

Arabidopsis thaliana genomic DNA, 
MHM17, complete sequence 



chromosome 5, PI clone: 



Seq. No. 


160519 


Seq. ID 


LIB3177-005- 


Method 


BLASTN 


NCBI GI 


gl022779 


BLAST score 


221 


E value 


1 . Oe-121 


Match length 


279 


% identity 


94 


NCBI Description 


Arabidopsis 


Seq. No. 


160520 


Seq. ID 


LIB3177-005- 


Method 


BLASTX 


NCBI GI 


g404670 


BLAST score 


68 


E value 


3.0e-13 


Match length 


56 


% identity 


80 


NCBI Description 


(L21154) ph' 




{AC003970) ] 


Seq. No. 


160521 


Seq. ID 


LIB3177-005 


Method 


BLASTN 


NCBI GI 


g2754815 


BLAST score 


221 


E value 


1. Oe-121 



-K2-D1 



-DIO 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



257 
96 

Arabidopsis thaliana non-race specific disease resistance 
protein (NDRl) gene, complete cds 

160522 

LIB3177-005-P1-K2-D3 

BLASTX 

gl938549 

154 

4.0e-10 

51 

57 

(U97016) similar to drosophila Rlcl gene product 
(NID: g563361) and S. cerevisiae mitochondrial 60S ribosomal 
protein L4 (YML4) (NID: g459259) [Caenorhabditis elegans] 

160523 

LIB3177-005-P1-K2-D4 

BLASTX 

gl946690 

388 

l.Oe-37 
83 . 



21206 



% identity 

NCBI Description 



92 

(U94495) glutathione peroxidase [Arabidopsis thaliana) 
>gi_45824 52_gb_AAD24836.1_AC007071_8 (AC007071) putative 
glutathione peroxidase [Arabidopsis thaliana] 



Seq. No. 


160524 


Seq. ID 


LIB3177-005-P1-K2-! 


Method 


BLASTX 


NCBI GI 


g4585925 


BLAST score 


88 


E value 


/ . Ue- / 0 


Match length 


140 


% identity 


98 


inodi uescrxpuion 


\riv^u u f ^ J. X J unKnown 


Seq. No. 


160525 


Seq. ID 


LIB3177-005-P1-K2-: 


Method 


BLASTX 


NCBI GI 


g401621 


BLAST score 


201 


E value 


l.Oe-15 


Match length 


129 


% identity 


39 


NCBI Description 


HYPOTHETICAL 20 . 4 : 




>gi 290561 (L10328 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AE000448) orf, hypothetical protein [Escherichia coli] 
160526 

LIB3177-005-P1-K2-E2 

BLASTN 

g4662640 

328 

O.Oe+00 

373 

97 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

160527 

LIB3177-005-P1-K2-E3 

BLASTX 

g3157944 

570 

6.0e-59 

113 

96 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U797 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb__T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160528 
- LIB3177-005-P1-K2-E5 
BLASTX 
gll5470 
489 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-64 

143 

91 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.r.l) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 

[Arabidopsis thaliana] 

160529 

LIB3177-005-P1-K2-E7 

BLASTX 

g464662 

191 

2.0e"14 

143 

34 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
PROTEIN RNP-T) (RNA-BINDING PROTEIN 1) 

>gi_282884_pir S28057 RNA-binding protein RNP-T - 

Arabidopsis thaliana >gi_164 90_emb_CAA4 634 7_ {X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
(M94554) 31 kDa RNA binding protein [Arabidopsis thaliana] 
>gi_475718 (U08467) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_emb_CAA22986_ (AL035356) RNA-binding 
protein RNP-T precursor [Arabidopsis thaliana] 

>gi_737169_prf 1921382A RNA-binding protein [Arabidopsis 

thaliana] 

160530 

LIB3177-005-P1-K2-E9 

BLASTN 

g3643588 

381 

O.Oe+00 

389 

99 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160531 

LIB3177-005-P1-K2-F1 

BLASTN 

g3860243 

173 

2.0e-92 

445 

98 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160532 

LIB3177-005-P1-K2-F10 

BLASTX 

gll75011 

120 

l.Oe-65 



21208 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143 
94 

PLASMA MEMBRANE- INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 {AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

160533 

LIB3177-005-P1-K2-F2 

BLASTN 

g3309276 

166 

l.Oe-88 

174 

99 

Arabidopsis thaliana BAC T26N6 from chromosome IV at 19.3 
cM/ complete sequence 

160534 

LIB3177-005-P1-K2-F3 

BLASTX 

gl33960 

471 

2.0e-47 

112 

84 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_70876_pir R3NT4 

ribosomal protein S4 - common tobacco chloroplast 
>gi_11834_emb_CAA77354_ (Z00044) ribosomal protein S4 

[Nicotiana tabacum] >gi_225202_prf 1211235AG ribosomal 

protein S4 [Nicotiana tabacum] 

160535 

LIB3177-005-P1-K2-F4 

BLASTX 

gl31397 

124 

3.0e-29 

130 

69 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

160536 

LIB3177-005-P1-K2-F5 

BLASTN 

g3869075 

36 

9.0e-ll 

142 

86 
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NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 


160537 


Seq. ID 


LIB3177-005-P1-K2-F6 


Method 


BLASTN 


NCBI GI 


g2252848 


BLAST score 


173 


E value 


2 . Oe-92 


Match length 


301 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC TM018A10 


Seq. No. 


160538 


Seq. ID 


LIB3177-005-P1-K2-F7 


Method 


BLASTX 


NCBI GI 


g4263525 


BLAST score 


469 


E value 


4 . Oe-47 


Match length 


121 


% identity 


76 


NCBI Description 


(AC004044) putative photosystem I ; 




II precursor [Arabidopsis thaliana; 


Seq. No. 


160539 


Seq. ID 


LIB3177-005-P1-K2-F8 


Method 


BLASTN 


NCBI GI 


g3241922 


BLAST score 


53 


E value 


7 . Oe-21 


Match length 


207 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, < 




MLM24, complete sequence [Arabidop: 


Seq. No. 


160540 


Seq. ID 


LIB3177-005-P1-K2-G1 


Method 


BLASTX 


NCBI GI 


gl36242 


BLAST score 


150 


E value 


l,0e-09 


Match length 


118 


% identity 


35 



reaction center subunit 



chromosome 3, PI clone: 



NCBI Description 



N2,N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR 

>gi_83343_pir A28323 N2 , N2-dimethylguanine tRNA 

methyltransferase - yeast {Saccharomyces cerevisiae) 
>gi__172940 (M17193) tRNA dimethyltransf erase [Saccharomyces 
cerevisiae] >gi_747894_emb_CAA88673_ (Z48758) Trmlp 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160541 

LIB3177-005-P1-K2-G2 

BLASTX 

g2781354 

50 

2.0e-34 
104 



21210 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
160542 

LIB3177-005-P1-K2-G3 

BLASTX 

g3386613 

637 

9.0e-67 
123 
98 

{AC004665) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160543 

LIB3177-005-P1-K2-G7 

BLASTN 

g2656031 

314 

l.Oe-176 

355 

97 

Arabidopsis thaliana genomic DNA, chromosome ,5, 
MXC20 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160544 

LIB3177-005-P1-K2-G9 

BLASTN 

g2564048 

115 

3.0e-58 

173 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160545 

LIB317 7-005-P1-K2-H12 

BLASTX 

g3123188 

353 

l.Oe-33 

82 

84 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 {AF021937) catalase 3 [Arabidopsis 
thaliana] 

160546 

LIB3177-005-P1-K2-H2 

BLASTX 

g3914666 

596 

6.0e-62 

134 

90 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L4 PRECURSOR 



21211 



>gi_2791998_emb_CAA7 4895_ {Y14566) ribosomal protein L4 
[Arabidopsis thaliana] >gi_2792000_eiTib_CAA74894_ (Y14565) 
ribosomal protein L4 [Arabidopsis thaliana] 



Seq. No. 


1 buo4 / 


Seq. ID 


LIB3177-005-P1-K2-H4 


Method 


BLASTX 


NCBI GI 


gl7 j2d /O 


BLAST score 


394 


E value 


3 . Oe-38 


Match length 


y / 


% identity 


87 


NCBI Description 


(u721o3) Deta-glucosidase lAraDiaopsis tnaiiana] 


Seq, No. 


160548 


Seq. ID 


LIB3177-005-P1-K2-HO 


Method 


BLASTX 


NCBI GI 


g4583542 


BLAST score 


179 


E value 


3 . Oe-13 


Match length 


73 


% identity 


c o 

DO , 


NCBI Description 


(Y16847) 16 kDa polypeptide of oxygen-evolving complex 




[Arabidopsis thaliana]. 


Seq. No. 


160549 


Seq. ID 


LIB3177-005-P1-K2-H6 


Method 


BLASTX 


NCBI GI 


g3123188 


BLAST score 


568 


E value 


8 . Oe-59 


Match length 


114 


% identity 


91 


NCBI Description 


CATALASE 3 >gi 2347178 (U43147) catalase 3 [Arabidopsii 




tnalianaj >gi 2o11/zd (AFU^193/) catalase 3 [Arabidops. 




thaliana] 


Seq. No. 


160550 


Seq. ID 


LIB3177-005-P1-K2-H8 


Method 


BLASTX 


NCBI GI 


gl710780 


BLAST score 


473 


E value 


2 . Oe-47 


Match length 


125 


% identity 


74 


NCBI Description 


4US RIBOSOMAL PROTEIN Sy (S/) >gi IJziyi/ emo CAAdo433 


^A^DDU; cyuopxasinic noosoniai prouem 0/ Ltrociospora 




anserina] 


Seq. No. 


160551 


Seq. ID 


LIB3177-005-P1-K2-H9 


Method 


BLASTX 


NCBI GI 


g2244740 


BLAST score 


91 


E value 


l.Oe-34 


Match length 


135 


% identity 


60 



21212 



NCBI Description 



(D88417) endo-1/ 4-beta-glucanase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160552 

LIB3177-006-P1-K1-A4 

BLASTX 

gl32074 

289 

3,0e-26 

89 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 




Seq. ID 


LloJl / / — UUb — rrX — J\l"/\0 


Method 


T3T TV O "TiV 


NCBI GI 


g4 4 o bi ^ 


BLAST score 


1 y y 


E value 


1 . ue-iD 


Match length 


1 uz 


% iaenLiL.y 




NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


160554 


Seq. ID 


LIB3177-006-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g3046851 


BLAST score 


106 


E value 


2.0e-52 


Match length 


342 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MIJ24, complete sequence [Arabidopsis thaliai 


Seq. No- 


160555 


Seq. ID 


LIB3177-006-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


185 


E value 


8.0e-14 


Match length 


106 


% identity 


61 



PI clone: 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 {M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160556 

LIB3177-006-P1-K1-B3 

BLASTX 

g3859606 

237 

6.0e-20 

81 

54 

(AF104919) contains similarity to cysteine proteases (Pfam: 



21213 



PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160557 

LIB3177--006-P1-K1-B4 

BLASTN 

g4567259 

35 

2.0e-10 

100 

90 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

160558 

LIB3177-006-P1-K1-B6 

BLASTX 

g4240116 

222 

4 .Oe-18 

84 

56 

(AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj_BAA7 4.838_ (AB007800) 
NADH-cytocTirome b5 reductase [Arabidopsis thaliana] 

160559 

LIB3177-006-P1-K1-B8 

BLASTN 

g4220633 

176 

3.0e"94 

345 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K7J8/ complete sequence [Arabidopsis thaliana] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160560 

LIB3177-006-P1-K1-C1 

BLASTN 

gl66707 

49 

2. Oe-18 

180 

85 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase (GapB) gene, exons 1-9, complete cds 

160561 

LIB3177-006-P1-K1-C4 

BLASTX 

gll5783 

420 

2.0e-41 

119 

73 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ {X03909) 



21214 



chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160562 

LIB3177-006-P1-K1-C7 

BLASTN 

g4490734 

43 

7.0e-15 

239 

79 

Arabidopsis thaliana DNA chromosome 
project) 



4, BAC clone (ESSA 



160563 

LIB3177-006-P1-K1-D1 

BLASTX 

g2829899 

284 

2 .Oe-25 

110 

50 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

160564 

LIB3177-006-P1-K1-D3 

BLASTX 

g2497733 

343 

2.0e-32 

101 

71 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 {AC0054 99) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160565 

LIB3177-006-P1-K1-D7 

BLASTN 

g2583106 

44 

7.0e-16 

112 

85 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160566 

LIB3177-006-P1-K1-E1 

BLASTN 

g3047100 

52 

2.0e-20 
249 



21215 



% identity 83 

NCBI Description Arabidopsis thaliana BAC F6N23 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160567 

LIB3177-006-P1-K1-E10 

BLASTX 

g4585935 

105 

3.0e-28 

108 

60 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770. 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

160568 

LIB3177-006-P1-K1-E2 

BLASTX 

gl732570 

242 

2.0e-20 

96 

54 

(U72153) beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160569 

LIB3177-006-P1-K1-E3 

BLASTX 

g99696 

245 

8.0e-29 

115 

65 

glutamate- -ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 4 30 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160570 

LIB3177-006-P1-K1-E7 

BLASTN 

g4519183 

91 

l.Oe-43 

155 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15C23, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160571 

LIB3177-006-P1-K1-F10 

BLASTX 

g2062161 

228 

6.0e-19 



21216 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



74 
40 

(AC001645) jasruonate inducible protein isolog [Arabidopsis 
thaliana] 

160572 

-LIB3177-006-P1-K1-F2 
BLASTX 
g2645971 
506 

2.0e-51 

141 

72 

{AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 

160573 

LIB3177-006-P1-K1-F6 

BLASTX 

g477819 

144 

8.0e-13 

94 

48 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_13674 1 cytochrome 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber. Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value * 

Match length 

% identity 

NCBI Description 



160574 

LIB3177-006-P1-K1-F8 

BLASTX 

g2738248 

455 

2.0e-45 

138 

67 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

160575 

LIB3177-006-P1-K1-G1 

BLASTX 

g2119846 

227 

4.0e-19 

67 

67 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



21217- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160576 

LIB3177-006-P1-K1-G2 

BLASTX 

gl490554 

242 

2,0e-20 

122 

52 

(U63633) S-adenosylitiethionine decarboxylase [Arabidopsis 
thaliana] 

160577 

LIB3177-006-P1-K1-G3 

BLASTX 

gl710581 

269 

8.0e-24 

85 

67 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_11074 89_emb_CAA63024_ 
{X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160578 

LIB3177-006-P1-K1-H6 

BLASTX 

g2623962 

193 

.9.0e-15 

87 

52 

{Y12540) isocitrate dehydrogenase {NADP+) [Apium 
graveolens] 

160579 

LIB3177-006-P1-K2-A2 

BLASTX 

g2623962 

309 

2.0e-28 

63 

94 

(Y12540) isocitrate dehydrogenase (NADP+) [Apiuim 
graveolens ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160580 

LIB3177-006-P1-K2-A3 

BLASTN 

g4585952 

87 

2.0e-41 

178 

92 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 



Seq. No. 



160581 



21218 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-006-P1-K2-A4 

BLASTN 

g4455348 

390 

O.Oe+00 

429 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



160582 

LIB3177-006-P1-K2-A5 

BLASTX 

gl26766 

501 

5.0e-51 

105 

90 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 



160583 

LIB3177-006-P1-K2-A9 

BLASTN 

g2264320 

41 

7.0e-14 

93 

34 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXIIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



160584 

LIB3177-006-P1-K2-B1 

BLASTN 

gll49572 

189 

l,0e-102 

245 

94 

A. thaliana rpl21 mRNA for chloroplast ribosomal large 
subunit protein L21 

160585 

LIB3177-006-P1-K2-B4 

BLASTX 

gl710581 

239 

2.0e-20 

73 

73 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_11074 89_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 



160586 



21219 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-006-P1-K2-B5 
BLASTX 
-gl490554 
365 

4 .Oe-35 

97 

76 

{U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160587 

LIB3177-006-P1-K2-B6 

BLASTX 

gll5767 

268 

3.0e-42 

92 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_ertib_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 



y • 




>gi_16372_emb_CAA27541_ (X03908). chlorophyll a/b binding 






protein (LHCP AB 180) [Arabidopsis thaliana] 




Seq. No. 


160588 




Seq, ID 


LIB3177-006-P1-K2-C2 




Method 


BLASTX 


yi 


NCBI GI 


g477819 




BLAST score 


346 




E value 


l.Oe-32 




Match length 


127 




% identity 


56 




NCBI Description 


mitochondrial processing peptidase (EC 3.4.99.41) beta 



chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160589 

LIB3177-006-P1-K2-C5 

BLASTX 

g2317731 

709 

3.0e-75 

133 

99 

(AF013628) reversibly glycosylated polypeptide-2 
[Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160590 

LIB3177-006-P1-K2-C9 

BLASTX 

g2062161 

123 

l.Oe-06 



21220 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
18 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana) 

160591 

LIB3177-006-P1-K2-D10 

BLASTN 

g2121272 

122 

4.0e-62 

250 

88 

Arabidopsis thaliana dihydroorotase (pyr4) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



160592 

LIB3177-006-P1-K2-D11 

BLASTN 

g4519183 

224 

l.Oe-123 

323 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15C23, complete sequence 

160593 

LIB3177-006-P1-K2-D4 

BLASTX 

g99696 

412 

2.0e-40 

96 

86 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

160594 

LIB3177-006-P1-K2-D5 

BLASTX 

gl363489 

691 

4.0e-73 

136 

94 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

160595 

LIB3177-006-P1-K2-D6 
BLASTN 



21221 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3047100 
190 

l.Oe-102 

414 

96 

Arabidopsis thaliana BAC F6N23 
160596 

LIB3177-006-P1-K2-D7 

BLASTX 

g4689386 

287 

9.0e-26 

123 

52 

{AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160597 

LIB3177-006-P1-K2-D9 

BLASTX 

g4585935 

640 

4,0e-67 

124 

98 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4741946_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160598 

LIB3177-006-P1-K2-E1 

BLASTX 

g4006856 

78 

3.0e-18 

99 

65 

(Z99707) receptor kinase^like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160599 

LIB3177-006-P1-K2-E10 

BLASTX 

gl592672 

446 

2.0e-44 

111 

79 

{X91921) germinl [Arabidopsis thaliana] 
160600 

LIB3177-006-P1-K2-E4 

BLASTX 

g2497733 

580 

4.0e-60 



21212:2 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



118 
96 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 {AC005499) unknown 
protein [Arabidopsis thaliana] 

160601 

LIB3177-006-P1-K2-E6 

BLASTX 

g2829899 

345 

2.0e-32 

110 

60 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_24 65015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

160602 

LIB3177-006-P1-K2-F11 

BLASTN 

g4490734 

211 

l.Oe-115 

247 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

160603 

LIB3177-006-P1-K2-F3 

BLASTX 

gll5783 

594 

9.0e-62 

117 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27 54 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

160604 

LIB3177-006-P1-K2-F6 

BLASTX 

gl66708 

266 

l.Oe-23 

49 

98 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

160605 

LIB3177-006-P1-K2-G1 
BLASTX 



21223 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g4240116 
311 

l.Oe-28 

84 

76 

{AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj_BAA74838_ (AB.007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 



160606 

LIB3177-006-P1-K2-G10 

BLASTN 

g4220633 

302 

l,0e-169 

302 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAC clone: 



160607 

LIB3177-006-P1-K2-G12 

BLASTX 

g4587542 

291 

2.0e-26 

75 

75 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

160608 

LIB3177-006-P1-K2-G3 

BLASTN 

g4567259 

61 

8.0e-26 

224 

96 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

160609 

LIB3177-006-P1-K2-G4 

BLASTX 

g3859606 • 

546 

3.0e-56 

111 

88 

(AF104919) contains similarity to cysteine proteases (Pfam 
PF00112, E-1.3e-79, N=l) {Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



160610 

LIB3177-006-P1-K2-G5 
BLASTX 



21224 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5385 
588 

5.0e-61 

113 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

160611 

LIB3177-006-P1-K2-G6 

BLASTN 

g3046851 

296 

l.Oe-166 

408 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



160612 

LIB3177-006-P1-K2-H1 

BLASTN 

g4406752 

95 

4.0e-46 

255 

88 

Arabidopsis. thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160613 

LIB3177-006-P1-K2-H10 

BLASTX 

gl32074 

705 

9.0e-75 

140 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160614 

LIB3177-006-P1-K2-H11 

BLASTX ■ 

gl350965 

313 

5.0e-29 

65 

92 

40S RIBOSOMAL PROTEIN S23 (S12) 



Seq. No. 
Seq. ID 
Method 



160615 

LIB3177-006-P1-K2-H2 
BLASTX 



21225 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g445612 
52 

3,0e-19 

61 

89 

ribosomal protein S19 [Solanxim tuberostmi] 
160616 

LIB3177-006-P1-K2-H3 

BLASTX 

gl32074 

639 

5.0e-67 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

160617 

LIB3177-006-P1-K2-H4 

BLASTX 

g4582430 

627 

l.Oe-65 

122 

98 

(AC007196) nonsense-mediated mRNA decay protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160618 

LIB3177-006-P1-K2-H5 

BLASTX 

g3377797 

247 

2.0e-21 

78 

63 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160619 

LIB3177-006-P1-K2-H6 

BLASTN 

g3046849 

88 

7.0e-42 

168 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18L3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 



160620 



21226 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-007-P1-K1-A1 

BLASTX 

g2119846 

440 

l.Oe-43 

116 

74 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160621 

LIB3177-007-P1-K1-A2 

BLASTX 

gll5385 

379 

2.0e-36 

116 

66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160622 

LIB3177-007-P1-K1-A3 

BLASTX 

gl363489 

335 

2.0e-31 

107 

57 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160623 

LIB3177-007-P1-K1-B1 

BLASTX 

g3184281 

317 

3.0e-29 

131 

55 

(AC004136) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160624 

LIB3177-007-P1-K1-B11 

BLASTX 

gl208408 

238 

6.0e-20 

133 

44 



21227 



NCBI Description 



(D14824) nitrite reductase [Arabidopsis thaliana] 
>gi_2289780_dbj_BAA21672_ {AB006032) nitrite reductase 
(Arabidopsis thaliana] >gi_4335728_gb_AAD17406_ (AC006248) 
nitrate reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E'value 

Match length 

% identity 

NCBI Description 



160625 

LIB3177-007-P1-K1-B3 

BLASTX 

g211984*6 

255 

6.0e-22 

109 

45 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_einb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I" 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

160626 

LIB3177-007-P1-K1-C2 

BLASTX 

gll70028 

352 

3.tre-33 

129 

59 

GLUT7^MATE-1 -SEMI ALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-1- SEMI ALDEHYDE AMINOTRANSFERASE 1) (GSA-AT 1) 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160627 

LIB3177-007-P1-K1-C3 

BLASTX 

g4204274 

71 

2.2e+00 

134 

59 

(AC004146) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 

160628 

LIB3177-007-P1-K1-E2 

BLASTN 

g3927822 

109 

2.0e-54 

277 

85 

Arabidopsis thaliana chromosome II BAG F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



21228 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160629 

LIB3177-007-P1-K1-E3 

BLASTX 

g2511594 

377 

2.0e-36^ 

106 

71 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBAl [Arabidopsis thaliana] 



160630 
LIB3177-007- 
BLASTX 
g2119848 
329 

8.0e-31 

89 

75 

chlorophyll 

Arabidopsis 

photosystem 

[Arabidopsis 

photosystem 

[Arabidopsis 

photosystem 

[Arabidopsis 



P1-K1-E5 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



160631 

LIB3177-007-P1-K1-E7 

BLASTX 

g4191778 

271 

5.0e-24 

87 

63 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

160632 

LIB3177-007-P1-K1-F1 

BLASTX 

g4467128 

279 

5.0e-25 

75 

73 

(AL035538) putative protein [Arabidopsis thaliana] 
160633 

LIB3177-007-P1-K1-F12 

BLASTX 

g282865 



21229 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



248 

3.0e-21 

95 

56 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_eInb_CAA39534^.JX56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ {AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160634 

LIB3177-007-P1-K1-F2 

BLASTX 

g3219858 

331 

7.0e-31 

116 

61 

DNA-DIRECTED RNA POLYMERASE II 13.6 KD POLYPEPTIDE 

>gi_2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

>gi_4 678938_emb_CAB41329. 1_ (AL049711) DNA-directed RNA 
polymerase II 13. 6K chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160635 

LIB3177-007-P1-K1-F3 

BLASTX 

g4056479 

351 

3.0e-33 

114 

68 

(AC005896) unknown protein [Arabidopsis thaliana] 
160636 

LIB3177-007-P1-K1-F4 

BLASTX 

g2062167 

193 

9.0e-15 

85 

49 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160637 

LIB3177-007-P1-K1-F6 

BLASTX 

gll99503 

335 

2.0e-31 
104 ' 
65 

{X95640) transmembrane channel protein [Brassica oleracea] 



21230 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160638 

LIB3177-007-P1-K1-F8 

BLASTX 

g515616 

363 

l.Oe-34 
•106 
70 

(X61608) LHC II Type III chlorophyll a /b binding protein 
[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160639 

LIB3177-007-P1-K1-G1 

BLASTX 

g3193303 

316 

3.0e-29 

116 

57 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160640 

LIB3177-007-P1-K1-G11 

BLASTX 

g4218123 

208 

l.Oe-16 

103 

48 

{AL035353) photosystem I subunit PSI-E-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160641 

LIB3177-007-P1-K1-G5 

BLASTN 

gll49572 

90 

5.0e-43 

210 

86 

A. thaliana rpl21 mRNA for chloroplast ribosomal large 
subunit protein L21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160642 

LIB3177-007-P1-K1-G6 

BLASTX 

g4240116 

296 

6.0e-27 

101 

59 

{AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj_BAA74838_ (AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% T-dentity 

NCBI Description 



160643 

LIB3177-007-P1-K1-H12 

BLASTX 

g2252830 

304 

l.Oe-27 

125 

57 

{AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

160644 

LIB3177-007-P1-K1-H4 

BLASTX 

gl32110 

176 

7.0e-13 

70 

56 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA3270,2_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160645 

LIB3177-007-P1-K2-A11 

BLASTX 

g4105798 

393 

l.Oe-38 

84 

73 

(AF049930) PGP237-11 [Petunia x hybrida] 
160646 

LIB3177-007-P1-K2-A12 

BLASTX 

g4467126 

265 

4.0e-23 

142 

35 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E 'value 

Match length 

% identity 

NCBI Description 



160647 

LIB3177-007-P1-K2-A2 

BLASTX 

gll5385 

623 

4.0e-65 

123 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I 



PRECURSOR 



21232 



(CAB-4) (LHCP) >gi_16664 6 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160648 

LIB3177-007-P1-K2-A3 

BLASTX 

gl363489 

618 

l.Oe-64 

114 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160649 

LIB3177-007-P1-K2-A4 

BLASTX 

gl31360 

241 

2.0e-20 

61 

80 

PHOTOS YSTEM II 4 KD REACTION CENTRE- PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_einb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 

160650 

LIB3177-007-P1-K2-A5 

BLASTN 

gl2208 

126 

2.0e-64 

235 

91 

Sinapis alba plastid trnQ and psbK genes for tRNA-Glu and K 
proteiH of photosystem II 

160651 

LIB3177-007-P1-K2-A9 

BLASTX 

g3184281 

387 

l.Oe-37 

100 

77 

(AC004136) putative cytochrome P450 [Arabidopsis thaliana] 
160652 

LIB3177-007-P1-K2-B1 

BLASTX 

g3184281 

588. 

5.0e-61 

140 

79 
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NCBI Description 



(AC004136) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq.' No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160653 

LIB3177-007-P1-K2-B11 

BLASTX 

gl208408 

672 

6.0e-71 

130 

99 

{D14824) nitrite reductase [Arabidopsis thaliana] 
>gi_2289780_dbj_BAA21672_ (AB006032) nitrite reductase 
[Arabidopsis thaliana] >gi_4335728_gb_AAD17406_ (AC006248) 
nitrate reductase [Arabidopsis thaliana] 



160654 
LIB317 
BLASTX 
gl2084 
298 

2.0e-2 

80 

78 

(D1482 
>gi_22 
[Arabi 
nitrat 



7-007-P1-K2-B12 

08 

7 



4) nitrite reductase [Arabidopsis thaliana] 
89780_dbj_BAA21672_ (AB006032) nitrite reductase 
dopsis thaliana] >gi_4 335728_gb_AAD17406_ {AC006248) 
e reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



160655 

LIB3177-007-P1-K2-B2 

BLASTN 

g4584351 

418 

O.Oe+00 

428 

99 

Arabidopsis thaliana chromosome II'BAC T12H3 genomic 
sequence, complete sequence 

160656 

LIB3177-007-P1-K2-B3 

BLASTX 

g2119846 

693 

2.0e-73 

131 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

160657 

LIB3177-007-P1-K2-B4 
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Method 


BLASTN 


NCBI GI 


gl033194 


BLAST score 


108 


E value 


5.0e-54 


Match length 


199 


identity 


88 


NCBI Description 


Arabidopsis thaliana AT103 mRNA, complete cds 


Seq. No. 


160658 


Seq. ID 


LIB3177-007-P1-K2-B5 


Method 


o T 7\ O rn \7 

BLASTX 


NCBI GI 


gl32102 


BLAST score 


692 


E value 


3.0e-73 


Match length 


132 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT 2B) >gi__68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi__16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160659 ^ ' 

LIB3177-007-P1-K2-B6 

BLASTX 

gl32090 

150 

5.0e-10 

58 

59 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160660 

LIB3177-007-P1-K2-B7 

BLASTN 

g4220634 

237 

l.Oe-130 

261 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9H21, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160661 

LIB3177-007-P1-K2-B8 

BLASTN 

g2244901 

193 

l.Oe-104 

193 

100 



21235 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160662 

LIB3177-007-P1-K2-C1 

BLASTX 

gl345841 

357 

4 .Oe-34 

85 
78 

CRUCIFERIN BNC2 PRECURSOR (IIS GLOBULIN) (128 STORAGE 
PROTEIN) >gi_762920_emb_CAA41985_ (X59295) cruciferin 
storage protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160663 

LIB3177-007-P1-K2-C2 

BLASTX 

gll70028 

585 

l.Oe-60 
131 
8 8 

GLUTAMATE-l-SEMIALDEHYDE 2 , 1-AMINOMUTASE 1 PR-XURSOR (GSA 
1) (GLUTAMATE-l-SEMIALDEHYDE AMINOTRANSFERASE 1; (GSA-AT 1] 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2 , 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160664 

LIB3177-007-P1-K2-C6 

BLASTN 

g4741961 

75 

4. Oe-34 

167 

87 

Arabidopsis thaliana PsbS protein (PsbS) mRNA, complete cds 
160665 

LIB3177-007-P1-K2-C7 

BLASTX 

gl213594 

625 

2.0e-65 

128 

95 

(X93080) responsible for fatty acid elr _on from C28 to 
C30 [Arabidopsis thaliana] >gi_165' ""' ,J4Q849) CER2 gene 
product [Arabidopsis thaliana] >gi 20539_emb_CAA23012_ 
(AL035356) CER2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160666 

LIB3177-007-P1-K2-C9 

BLASTN 

g4220636 

50 



21236 



E value 


z . Ue-1 y 


Match length 


163 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MFB16/ complete sequence [Arabidopsis thaliana] 


beq. NO. 


1 c^f\ can 

i DU DO / 


Seq. ID 


LIBJl / /-UU /-P1-K^;-D1 


Method 


BLASTX 


NCBI GI 


g4741966 


BLAST score 


zll 


E value 


3 . Oe-17 


Match length 


80 


% identity 


60 


NCBI Description 


(AF134133) Lil3 protein [Arabidopsis thaliana] 


O « ™ XT A 

Seq. No. 


1 OU DDO 


Seq. ID 


LIBJl / /-(JO /-Pl-Kz-Dll 


Method 


BLASTX 


NCBI GI 


g2832674 


BLAST score 


513 


E value 


A A A CO 


Match length 


134 


% identity 


94 


NCBI Description 


(AL021712) fibrillin precursor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


1 bUboy 


Seq. ID 


LIB31/7-00 /-Pl-K^-D12 


Method 


BLASTN 


NCBI GI 


g4757402 


BLAST score 


392 


E value 


A A — . 1 A A 

0 . Oe+00 


Match length 


428 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MIG5, complete sequence 


Seq. No. 


1 dOd /O 


Seq. ID 


T X n o 1 T T A A "7 m Tj'O r\0 

LIB3177-007-Pl-K2-Di^ 


Method 


BLASTX 


NCBI GI 


gl765899 


BLAST score 


582 


E value 


Z . Oe-oO 


Match length 


1 T A 
110 


% identity 


100 


NCBI Description 


(Y07917) Spot 3 protein [Arabidopsis tnalianaj >gi_lo3yz' 




(UoD/OO) EGF receptor like protein [AraDiaopsis tnaliana 


Seq. No. 


i bU b / 1 


beq. lu 




Method 


BLASTN 


NCBI GI 


g4519195 


BLAST score 


155 


E value 


7.0e-82 


Match length 


266 


% identity 


95 
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NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 



Seq. No. 


160672 


Seq. ID 


LIB3177-007 


Method 


BLASTX 


fJCBI GI 


g4337175 


BLAST score 


560 


E value 


1. Oe-57 


Match length 


131 


% identity 


85 


NCBI Description 


(AC006416) 




gb_T04111, 




gb_R90004, 




gb_AA720210 


Seq. No. 


160673 


Seq. ID 


LIB3177-007 


Method 


BLASTX 


NCBI GI 


g4741962 


BLAST score 


465 


E value 


l.Oe-46 


Match length 


134 


% identity 


54 


NCBI Description 


(AF134131) 


Seq. No. 


160674 


Seq. ID 


LIB3177-007 


Method 


BLASTN 


NCBI GI 


g4741961 


BLAST score 


54 


E value 


l.Oe-21 


Match length 


130 


% identity 


85 


NCBI Description 


Arabidopsis 


Seq. No. 


160675 


Seq. ID 


LIB3177-007- 


Method 


BLASTN 


NCBI GI 


g2182286 


BLAST score 


254 


E value 


l.Oe-141 


Match length 


282 


% identity 


98 


NCBI Description 


Sequence of 




1, complete 


Seq. No. 


160676 


Seq. ID 


LIB3177-007- 


Method 


BLASTN 


NCBI GI 


g2264320 


BLAST score 


37 


E value 


l.Oe-11 


Match length 


145 


% identity 


27 


NCBI Description 


Arabidopsis 



PI clone; 



MXIIO, complete sequence [Arabidopsis thaliana] 



21238 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160677 

LIB3177-007-P1-K2-E2 

BLASTN 

g3927822 

58 

2.0e-24 

118 

94 

Arabidopsis thaliana chromosome II BAG F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160678 

LIB3177-007-P1-K2-E3 

BLASTN 

gl694707 

113 

5.0e-57 

137 

96 

A. thaliana mRNA, expressed sequence tag, 94 6 bp 
>gi_2511593_emb_Y13694 .1_ATY13694 Arabidopsis thaliana mRNA 
for proteasome subunit prcd 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160679 

LIB3177-007-P1-K2-E4 

BLASTX 

gll5385 

303 

5.0e-28 

72 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160680 

LIB3177-007- 
BLASTX 
g2119848 
639 

6.0e-67 

118 

100 

chlorophyll 

Arabidopsis 

photosystem 

[Arabidopsis 

photosystem 

[Arabidopsis 

photosystem 

[Arabidopsis 



P1-K2-E5 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160681 

LIB3177-007-P1-K2-E7 

BLASTX 

g4191778 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



563 

4.0e-58 

128 

88 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

160682 

LIB3177-007-P1-K2-F1 

BLASTN 

g4467094 

209 

l.Oe-114 

217 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20D10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160683 

LIB3177-007-P1-K2-F12 

BLASTX 

g282865 

275 

l.Oe-24 

68 

79 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

160684 

LIB3177-007-P1-K2-F2 

BLASTX 

g3219858 

447 

l.Oe-44 

87 

99 

DNA-DIRECTED RNA POLYMERASE II 13.6 KD POLYPEPTIDE 

>gi_2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 JcDa subunit [Arabidopsis thaliana] 

>gi_4678938_emb_CAB41329.1_ (AL049711) DNA-directed RNA 
polymerase II 13. 6K chain [Arabidopsis thaliana] 

160685 

LIB3177-007-P1-K2-F3 

BLASTN 

g4056476 

144 

4.0e-75 

417 

100 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
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sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160686 

LIB3177-007-P1-K2-F4 

BLASTX 

g2062167 

313 

l.Oe-28 

90 

63 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsi 



160687 

LIB3177-007-P1-K2-F5 

BLASTN 

g3241917 

120 

7.0e-61 

368 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC cl 
K19B1, complete sequence [Arabidopsis thaliana] 

160688 

LIB3177-007-P1-K2-F6 

BLASTX 

g2199574 

382 ' 

3.0e-37 

76 

96 

(AF004293) aquaporin [Brassica rapa] 
160689 

LIB3177-007-Pi-K2-F9 

BLASTX 

g3522956 

339 

5.0e-32 

98 

69 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

160690 

LIB3177-007-P1-K2-G11 

BLASTX 

g4218123 

450 

8.0e-45 

142 

67 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-like protein 



Seq. No. 



160691 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-007-P1-K2-G12 

BLASTN 

g3341671 

198 

l,0e-107 

363 

93 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160692 

LIB3177-007-P1-K2-G2 

BLASTX 

g2746335 

180 

3.0e-13 

52 

58 

{AF037205) RING zinc finger protein [Mus musculus] 
160693 

LIB3177-007-P1-K2-G3 

BLASTX 

g2911085 

560 

l.Oe-57 

143 

85 

(AL021960) photosystem II oxygen-evolving complex protein 
3-lilce [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160694 

LIB3177-007-P1-K2-G4 

BLASTX 

g2911085 

526 

l.Oe-53 

144 

80 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160695 

LIB3177-007-P1-K2-G5 

BLASTX 

gl710424 

663 

9.0e-70 
149 

90 ^ 

5 OS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR {CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 957 3_emb_CAA89887_ (Z49787) chloroplast 



21242 



ribosomal large subunit protein L21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI *GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160696 

LIB3177-007-P1-K2-G6 

BLASTN 

g4240115 

154 

l.Oe-81 

170 

98 

Arabidopsis thaliana mRNA for NADH-cytochrome b5 reductase, 
complete cds 

160697 

LIB3177-007-P1-K2-G7 

BLASTN 

gll49572 

103 

7.0e-51 

163 

91 

A. thaliana rpl21 mRNA for chloroplast ribosomal large 
subunit protein L21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160698 

LIB3177-007-P1-K2-G9 

BLASTX 

g4741962 

503 

5.0e-51 

141 

56 

(AF134131) PsbS protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160699 

LIB3177-007-P1-K2-H1 
BLASTX 

g4538963 ' * 

516 

l.Oe-52 

129 

61 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_474 1958_gb_AAD2877 6 . 1_AF134 129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160700 

LIB3177-007-P1-K2-H10 

BLASTX 

g4455235 

215 

l.Oe-17 

64 

70 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160701 

LIB3177-007-P1-K2-H2 

BLASTX 

g99681 

184 

7.0e-14 

52 

39 

cold-regulated protein cor47 - Arabidopsis thaliana 
(fragment) >gi_388259_emb_CAA42483_ (X59814) Cold and ABA 
regulated gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160702 

LIB3177-007tP1-K2-H4 

BLASTX 

gl32110 

689 

7.0e-73 

133 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160703 

LIB3177-008-P1-K1-B1 

BLASTN 

g4538918 

105 

6.0e-52 

349 

82 

Arabidopsis thaliana DNA chromosome 4, BAG clone F20B18 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160704 

LIB3177-008-P1-K1-B10 

BLASTX 

g2062164 

172 

3.0e-12 

81 

51 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160705 

LIB3177-008-P1-K1-B11 

BLASTX 

g548355 

316 

2.0e-29 

97 

67 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NITRATE REDUCTASE 1 (NRl) >gi_486751_pir S35228 nitrate 

reductase (NADH) (EC 1.6.6.1) 1 - Arabidopsis thaliana 
>gi_22757_emb_CAA79494_ (Z19050) nitrate reductase 

[Arabidopsis thaliana] >gi_448286__prf 1916406A nitrate 

reductase [Arabidopsis thaliana] 

160706 

LIB3177-008-P1-K1-B2 

BLASTX 

gll5783 

311 

l.Oe-28 

111 

62 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160707 

LIB3177-008-P1-K1-B8 

BLASTX 

gl769905 

187 

■•4.0e-14 
85 
51 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

160708 

LIB3177-008-P1-K1-C1 

BLASTX 

g2506443 

250 

2.0e-21 

121 

51 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2 11752 0_pi r JQl 2 8 5 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+} 

(phosphorylating) [Arabidopsis thaliana] 

160709 

LIB3177-008-P1-K1-C2 

BLASTX 

gl420852 

389 

l.Oe-37 

138 

58 

(X98877) CP47 [Spinacia oleracea] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160710 

LIB3177-008-P1-K1-D1 

BLASTN 

g2281081 

78 

7.0e-36 

202 

85 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160711 

LIB3177-008-P1-K1-D2 

BLASTN 

g3882354 

133 

l.Oe-68 

293 

86 

Arabidopsis thaliana 12-oxophytodienoate reductase OPRl and 
12-oxophytodienoate reductase 0PR2 genes, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160712 

LIB3177-008-P1-K1-D4 

BLASTX 

g4539292 

362 

l.Oe-34 

92 

74 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160713 

LIB3177-008-P1-K1-D7 

BLASTX 

g4455152 

255 

3.0e-22 

67 

79 

(AL022140) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160714 

LIB3177-008-P1-K1-E2 

BLASTN 

g2062153 

53 

6.0e-21 

212 

75 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 



160715 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-008-P1-K1-E3 

BLASTN 

g3873174 

68 

8.0e-30 

296 

81 

Genomic" sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

160716 

LIB3177~008-P1-K1-E4 

BLASTX 

g3367517 

180 

4 .Oe-13 

91 

45 

(AC004392) Similar to F4I1.26 putative beta-glucosidase 
gi_3128187 from A. thaliana BAC gb_AC004521. ESTs 
gb_N97083, gb_F19868 and gb_F15482 come from this gene. 
[Arabidopsis thaliana] 

160717 ~ . . 

LIB3177-008-P1-K1-E5 

BLASTX 

gl790922 

148 

l.Oe-09 

88 

45 

(U76670) AtDMCl [Arabidopsis thaliana] 
160718 

LIB3177-008-P1-K1-E6 

BLASTX 

g3219164 

177 

4.0e-13 

76 

61 

(AB006210) glutamine amidotransf erase/cyclase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160719 

LIB3177-008-P1-K1-F1 

BLASTX 

gl24224 

295 

l.Oe-26 

87 

68 

INITIATION FACTOR 5A-1 (EIF-5A) {EIF-4D) 

>gi_100345_pir S21060 transl'ation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



21247 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq^. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160720 

LIB3177-008-P1-K1-F10 

BLASTX 

g2583125 

203 

6.0e-16 

115 

37 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 

160721 

LIB3177-008-P1-K1-F3 

BLASTX 

g4585873 

201 

l.Oe-15 

98 

50 

(AC005850) Putative protein kinase [Arabidopsis thaliana] 
160722 

LIB3177-008-P1-K1-F4 

BLASTX 

gll5767 

269 

l.Oe-23 

134 

48 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

160723 

LIB3177-008-P1-K1-F5 

BLASTN 

g4371278 

102 

5.0e-50 

320 

87 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160724 

LIB3177-008-P1-K1-F7 

BLASTX 

gl350956 

248 

4.0e-21 

97 

55 

40S RIBOSOMAL PROTEIN S20 (S22) 



21248 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160725 ^ 

LIB3177-008-P1-K1-F8 

BLASTX 

g2129672 

200 

l.Oe-15 

80 

54 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 

160726 

LIB3177-008-P1-K1-G10 

BLASTX 

g99735 

241 

3.0e-20 

124 

42 

L-ascorbate peroxidase (EC 1.11.1. 
Arabidopsis thaliana (fragment) 



11) precursor - 



160727 

LIB3177-008-P1-K1-G2 

BLASTX 

g3914658 

218 

9.0e-18 

98 

37 

SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694974_emb_CAA70851_ (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 

160728 

LIB3177-008-P1-K1-G3 

BLASTX 

g4210334 

363 

l.Oe-34 

124 

64 

(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 

160729 

LIB3177-008-P1-K1-G7 

BLASTX 

g4008010 

305 

8.0e-28 

104 

65 

(AF084036) receptor-like protein kinase [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



160730 

LIB3177-008-P1-K1-H2 

BLASTN 

g2924729 

49 

2.0e-18 

117 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNA5, complete sequence [Arabidopsis thaliana] 

160731 

LIB3177-008-P1-K2-A3 

BLASTX 

g3953473 

656 

6.0e-69 

134 

99 

(AC002328) F2202.18 [Arabidopsis thaliana] 
160732 

LIB3177-008-P1-K2-A4 

BLASTN 

g2924729 

110 

4.0e-55 

202 

72 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNA5, complete sequence [Arabidopsis thaliana] 



160733 

LIB3177-008-P1-K2-A7 

BLASTX 

g4741952 

566 

2.0e-58 

113 

70 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
160734 

LIB3177-008-P1-K2-B1 

BLASTX 

g4538930 

627 

l.Oe-65 

139 

90 

(AL049483) putative peroxidase [Arabidopsis thaliana] 
160735 

LIB3177-008-P1-K2-B11 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548355 
136 

2.0e-76 

147 

100 

NITRATE REDUCTASE 1 (NRl) >gi_486751_pir S35228 nitrate 

reductase (NADH) (EC 1.6.6.1) 1 - Arabidopsis thaliana 
>gi_22757_einb_CAA794 94_ (Z19050) nitrate reductase 

[Arabidopsis thaliana] >gi_448286_prf 1916406A nitrate 

reductase [Arabidopsis thaliana] 



160736 

LIB3177-008-P1-K2-B12 

BLASTN 

g3449330 

98 

l.Oe-47 

253 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDJ14, complete sequence [Arabidopsis thaliana] 



PI clone: 



160737 

LIB3177-008-P1-K2-B3 

BLASTX 

gl710585 

103 

3.0e-13 

74 

56 

60S ACIDIC RIBOSOMAL PROTEIN PO >gi_1143507_emb_CAA6378 6_ 
(X93587) PO ribosomal protein [Lupinus luteus] 

160738 

LIB3177-008-P1-K2-B4 

BLASTX 

g4585900 

464 

2.0e-46 

125 

76 

(AC007133) putative histone H2A [Arabidopsis thaliana] 
160739 

LIB3177-008-P1-K2-B5 

BLASTX 

gl36636 

330 

9.0e-31 

62 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme {E.C. 6 . 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 



21251 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

160740 

LIB3177-008-P1-K2-B6 " 

BLASTX 

gl769905 

812 

3.0e-87 

153 

100 

{X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

160741 

LIB3177-008-P1-K2-B8 

BLASTX 

gl769905 

469 

5.0e-47 

134 

69 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

160742 

LIB3177-008-P1-K2-C1 

BLASTX 

g2506443 

754 

2.Qe-80 

148 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

160743 

LIB3177-008-P1-K2-C2 

BLASTX 

gl31276 

783 

7.0e-84 

150 

99 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 
[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 



21252 



II P680 apoprotein (Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160744 

LIB3177-008-P1-K2-C6 

BLASTX 

gll5767 

52 

2.0e-44 

106 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_enib_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160745 

LIB3177-008-P1-K2-C9 

BLASTX 

g3789911 

291 

4.0e-26 

114 

49 

(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160746 

LIB3177-008-P1-K2-D11 

BLASTN 

g4335744 

69 

2.0e-30 

208 

86 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160747 

LIB3177-008-P1-K2-D12 

BLASTX 

g2129558 

140 

4 .Oe-09 

28 

96 

calmodulin isoform 4 - 



Arabidopsis thaliana (fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160748 

LIB3177-008-P1-K2-D2 

BLASTN 

g3882354 

396 

O.Oe+00 
440 



21253 



% identity 99 

NCBI Description Arabidopsis thaliana 12-oxophytodienoate reductase OPRl and 
12-oxophytodienoate reductase 0PR2 genes, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160749 

LIB3177-008-P1-K2-D4 

BLASTX 

g4539292 

510 

8.0e-52 

96 

99 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160750 

LIB3177-008-P1-K2-D6 

BLASTX 

g3123271 

461 

3.0e-46 

122 

76 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160751 

LIB3177-008-P1-K2-D7 

BLASTX 

g4455152 

602 

l,0e-62 

122 

99 

(AL022140) 
thaliana] 



putative protein ( fragment ) [Arabidopsis 



Seq.^ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160752 

LIB3177-008-P1-K2-E1 

BLASTN 

g2564046 

167 

7.0e-89 

448 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGI19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160753 

LIB3177-008-P1-K2-E10 

BLASTX 

g3264757 

414 

l.Oe-40 

124 

62 

(AF0718JB8) zeaxanthin epoxidase [Prunus armeniaca] 



21254 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160754 

LIB3177-008-P1-K2-E11 

BLASTN 

94220627 

47 

3.0e-17 

286 

4 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160755 

LIB3177-008-P1-K2-E2 

BLASTX 

g2062161 

354 

l.Oe-57 
117 
53 

(AC001645] 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160756 

LIB3177-008-P1-K2-E3 

BLASTX 

g2982262 

387 

2.0e-37 

124 

57 

(AF051214) probable glutathione S-transf erase [Picea 
mariana] 



Seq. No. 


160757 


Seq. . ID 


LIB3177-008-P1-K2-E5 


Method 


BLASTX 


NCBI GI 


gl790922 


BLAST score 


95 


E value 


4.0e-54 


Match length 


122 


% identity 


94 


NCBI Description 


(U76670) AtDMCl [Arabidopsis thaliana] 


Seq. No. 


160758 


Seq. ID 


LIB3177-008-P1-K2-E8 . 


Method 


BLASTX 


NCBI GI 


g399013 


BLAST score 


498 


E value 


2.0e-50 


Match length 


105 


% identity 


95 


NCBI Description 


ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP 



(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 



21255 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4 45607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

160759 

LIB3177-008-P1-K2-E9 

BLASTX 

g3763918 

722 

l.Oe-76 

145 

96 

{AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

160760 

LIB3177-008-P1-K2-F1 

BLASTX 

g3024022 

578 

8.0e-60 

126 

86 

INITIATION FACTOR 5A-5 (EiF-5A) (EIF-4D) 

>gi_2225885_dbj_BAA20879_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI-' Description 



160761 

LIB3177-008-P1-K2-F10 

BLASTX 

g2583125 

733 

6.0e-78 

152 

89 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160762 

LIB3177-008-P1-K2-F11 

BLASTN 

gl6470 

59 

2.0e-24 

103 

89 

Arabidopsis thaliana mRNA for rubisco activase 
160763 

LIB3177-008-P1-K2-F12 

BLASTX 

g4741954 

384 

2.0e-37 

86 

86 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 



21256 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160764 

LIB3177-008-P1-K2-F2 

BLASTX 

g416681 

163 

4.0e-ll 

122 

35 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160765 

LIB3177-008-P1-K2-F3 

BLASTN 

g4235150 

187 

l.Oe-101 

219 

96 

Arabidopsis thaliana chromosome I BAG T25B24 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160766 

LIB3177-008-P1-K2-F4 

BLASTX 

gll5767 

677 

2.0e-71 

129 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana]. 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160767 

LIB3177-008-P1-K2-F5 

BLASTN 

g4371278 

342 

O.Oe+00 

446 

99 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160768 

LIB3177-008-P1-K2-F6 

BLASTX 

g2062167 

523 



21257 



E value 
Match length 
% identity 
NCBI Description 



2.0e-53 

99 

99 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana) 



Seq. No. 


160769 


Seq. ID 


LIBJl / /-(JUo-Pl-K^-F / 


Method 


BLASTX 


NCBI GI 


globUybb 


BLAST score 


ODi 


E value 


o . Oe- jy 


Match length 


1 1 J 


% identity 


81 


NCBI Description 


40S RIBOSOMAL PROTEIN S20 (S22) 


Seq. No. 


160770 


Seq. ID 


LIB3177-008-P1-K2-F8 


Method 


BLASTX 


NCBI GI 


gl94 6362 


BLAST score 


381 


E value 


l.Ue-3D 


Matcn lengtn 




% identity 




NCBI Description 


(U93215) photosystem il reaction 




[Arabidopsis thaliana] 


Seq. No. 


160771 


Seq. ID 


LIB3177-008-P1-K2-F9 


Method 


BLASTN 


NCBI GI 


g2264310 


BLAST score 


167 


E value 


7.0e-89 


Match length 


412 


% identity 


97 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MKPll, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160772 

LIB3177-008-P1-K2-G10 

BLASTX 

g99735 

652 

2.0e-68 

124 

100 

L-ascorbate peroxidase (EC 1.11. 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160773 

LIB3177-008-P1-K2-G11 

BLASTX 

g99735 

120 

5.0e-13 

51 

69 



21258 



NCBI Description 



L-ascorbate peroxidase (EC 1.11.1.11) precursor 
Arabidopsis thaliana (fragment) 



Seq. No. 


160774 


Seq. ID 


LIB3177-008-P1-K2-G3 


Method 


BLASTX 


NCBI GI 


g4210334 


BLAST score 


648 


E value 


5 . Oe-68 


Match length 


148 


% identity 


86 


NCBI Description 


(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 




[Arabidopsis thaliana] 


Seq. No. 


160775 


Seq. ID 


LIB3177-008-P1-K2-G4 


Method 


BLASTX 


NCBI GI 


g285317 


BLAST score 


125 


E value 


7.0e-09 


Match length 


70 


% identity 


56 


NCBI Description 


dihydrolipoamide dehydrogenase (EC 1.8.1.4) - garden 


Seq. No. 


160776 


Seq. ID 


LIB3177-008-P1-K2-G7 


Method 


BLASTX 


NCBI GI 


g4008010 


BLAST score 


718 


E value 


3.0e-76 


Match length 


145 


% identity 


99 


NCBI Description 


(AF084036) receptor-like protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


160777 


Seq. ID 


LIB3177-008-P1-K2-G8 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


507 


E value 


l.Oe-51 


Match length 


135 


% identity 


76 


NCBI Description 


chlorophyll a/b-binding protein CP29 - Arabidopsis tt 




>gi 298036 eitib CAA50712 (X71878) CP29 [Arabidopsis 




thaliana] 


Seq. No. 


160778 


Seq. ID 


LIB3177-008-P1-K2-H11 


Method 


BLASTN 


NCBI GI 


g4220640 


BLAST score 


128 


E value 


8 .Oe-66 


Match length 


199 


% identity 


90 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, 
MPEll, complete sequence [Arabidopsis thaliana] 



PI clone: 



21259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160779 

LIB3177-008-P1-K2-H2 

BLASTN 

g2924729 

297 

l.Oe-166 

354 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5/ complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160780 

LIB3177-008-P1-K2-H3 

BLASTN 

g2924729 

131 

l.Oe-67 

180 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNA5, complete sequence [Arabidopsis thaliana] 

160781 

LIB3177-008-P1-K2-H4 

BLASTN 

g4586241 

35 

5.0e-ll 

63 

90 

Arabidopsis thaliana DNA chromosome A, BAC clone T20K18 
(ESSA project) 

160782 

LIB3177-008-P1-K2-H5 

BLASTN 

g4490324 

209 

l.Oe-114 

345 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160783 

LIB3177-008-P1-K2-H6 

BLASTN 

g4159709 

373 

O.Oe+00 

414 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MLN21, complete sequence 



Seq. No. 



160784 



21260 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3177-008-P1-K2-H7 

BLASTN 

gl66829 

214 

l.Oe-117 

294 

93 

Arabidopsis thaliana proteasome (PSM30) gene, complete cds 
160785 

LIB3177-008-P1-K2-H9 

BLASTX 

g4538928 

162 

5.0e-ll 

42 

79 

(AL049483) putative protein [Arabidopsis thaliana] 
160786 

LIB3177-009-P1-K2-A1 

BLASTX- 

g2119846 

442 

3.0e-44 

83 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_enib_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

160787 

LIB3177-009-P1-K2-A2 

BLASTX 

gll5767 

488 

2.0e-49 

93 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

160788 

LIB3177-009-P1-K2-A4 

BLASTX 

g3702332 

239 

3.0e-20 



21261 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
56 

(AC005397) unknown protein [Arabidopsis thaliana] 
160789 

LIB3177-009-P1-K2-A6 

BLASTN 

g3478699 

79 

l.Oe-36 

123 

92 

Arabidopsis thaliana AFT protein (AFT) mRNA, complete cds 



160790 

LIB3177-009-P1-K2-B1 

BLASTN 

g2351061 

75 

l.Oe-34 

115 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAF19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160791 

LIB3177-009-P1-K2-B2 

BLASTX 

g4 4 54 016 

695 

l.Oe-73 

127 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

160792 

LIB3177-009-P1-K2-B5 

BLASTX 

g2795806 

415 

7.0e-41 

104 

82 

(AC003674) unknown protein [Arabidopsis thaliana] 
160793 

LIB3177-009-P1-K2-B7 

BLASTN 

g3426033 

57 

l.Oe-23 

73 

95 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



21262 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160794 

LIB3177-009-P1-K2-C1 

BLASTX 

g4539389 

706 

7.0e--75 

135 

96 

(AL035526) putative protein 



kinase [Arabidopsis thaliana] 



160795 

LIB3177-009-P1-K2-C3 

BLASTX 

gl706368 

113 

l.Oe-60 

131 

82 

DIHYDROFLAVONOL-4-REDUCTASE (DFR) (DIHYDROKAEMPFEROL 

4-REDUCTASE) >gi_320557_pir JQ1688 dihydrokaempf erol 

4-reductase (EC 1.1.1.219) - Arabidopsis thaliana 
>gi_166686 (M86359) dihydrof lavonol 4-reductase 
[Arabidopsis thaliana] 

160796 

LIB3177~009-P1-K2-C4 

BLASTN 

g4079614 

36 

6.0e-ll 

194 

82 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160797 

LIB3177-009-P1-K2-D11 

BLASTX 

g2119846 

205 

5.0e-16 

42 

95 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

160798 

LIB3177-009-P1-K2-D2 

BLASTX 

g2851508 

514 

2.0e-52 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



98 
99 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosoinal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 {AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

160799 

LIB3177-009-P1-K2-D3 

BLASTX 

g4490329 

291 

8.0e-27 

57 

95 

(AL035656) extensin-like protein [Arabidopsis thaliana] 
160800 

LIB3177-009-P1-K2-D4 

BLASTX 

g2829899 

250 

2.0e-21 

76 

61 

{AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

160801 

LIB3177-009-P1-K2-E10 

BLASTX 

gl345592 

264 

2.0e-23 
57 
93 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 
epsilon isoform [Arabidopsis thaliana] 



{U36446) GF14 



160802 

LIB3177-009-P1-K2-E2 

BLASTN 

g4454004 

62 

2.0e-26 

117 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

160803 

LIB3177-009-P1-K2-E3 

BLASTN 

g2244991 

242 



F24A6 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



l.Oe-134 

270 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

160804 

LIB3177-009-P1-K2-E5 

BLASTX 

g872116 

580 

4 .Oe-60 

138 

36 

{X79770) sti (stress inducible protein) [Glycine max] 
160805 

LIB3177-009-P1-K2-E6 

BLASTN 

g3046851 

128 

6.0e-66 
203 

90 . 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 

160806 

LIB3177-009-P1-K2-E7 

BLASTX 

g2062161 

198 

7.0e-16 

42 

88 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

160807 

LIB3177-009-P1-K2-E8 

BLASTX 

gl27045 

300 

l.Oe-27 

65 

86 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_99756_pir JQ0410 methionine adenosyltransf erase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi_166874 {M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4558554_gb_AAD22647 . 1_AC007138_11 {AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 

160808 

LIB3177-009-P1-K2-F10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl708420 
358 

2.0e-34 

94 

79 

ISOFLAVONE REDUCTASE HOMOLOG P3 >gi_1361992_pir S57613 

isoflavonoid reductase homolog - Arabidopsis thaliana 
>gi_8864 32_emb_CAA8985'9_ (Z49777) isoflavonoid reductase 
homologue [Arabidopsis thaliana] 

160809 

LIB3177-009-P1-K2-F3 

BLASTX 

g2982303 

580 

4 .Oe-60 

133 

83 

(AF051236) hypothetical protein [Picea mariana] 
160810 

LIB3177-009-P1-K2-F4 

BLASTX 

g3885511 

420 

3.0e-41 

103 

82 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160811 

LIB3177-009-P1-K2-F5 

BLASTN 

g3643588 

80 

3.0e-37 

136 

90 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160812 

LIB3177-009-P1-K2-F8 

BLASTN 

g2358139 

192 

l.Oe-104 

263 

94 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



160813 

LIB3177-009-P1-K2-F9 

BLASTX 

gl946362 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297 

5.0e-27 

96 

65 

(U93215) photosystem II reaction center 6.1KD protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160814 

LIB3177-009-P1-K2-G4 

BLASTN 

g2564050 

282 

l.Oe-157 

286 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , * 

Match length 

% identity 

NCBI Description 



160815 

LIB3177-009-P1-K2-G6 

BLASTX 

g4538963 

262 

4.0e-23 

92 

58 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134 129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



160816 

LIB3177-009-P1-K2-G8 

BLASTX 

gll72872 

336 

4.0e-32 

67 

93 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_4 35618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1__ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160817 

LIB3177-009-P1-K2-H4 

BLASTX 

gl769905 

452 

4 .Oe-45 

126 

70 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 



160818 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-009-P1-K2-H7 

BLASTN 

g4691223 

121 

l.Oe-61 

217 

92 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



160819 

LIB3177-010-P1-K1-A11 

BLASTN 

g4406776 

105 

7.0e-52 

308 

83 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160820 

LIB3177-010-P1-K1-A12 

BLASTX 

g2911073 

263 

7,0e-23 

114 

53 

(AL021960) putative protein [Arabidopsis thaliana] 
160821 

LIB3177-010-P1-K1-A2 

BLASTX 

g4262232 

191 

4 .Oe-15 

54 

72 

(AC006200) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160822 

LIB3177-010-P1-K1-A6 

BLASTX 

g2129550 

249 

l.Oe-21 

85 

65 

calcium-dependent protein kinase (EC 2.7,1.-) CDPK6 - 

Arabidopsis thaliana >gi__2129554__pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi__4454034_emb_CAA23031 . 1_ {AL035394 ) calcium-dependent 
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protein kinase (CDPK6) (Arabidopsis thaliana] 



Seq. No. 


160823 


Seq. ID 


LIB3177-aiO-Pl-Kl-Bl 


Method 


BLASTX 


NCBI GI 


gl946369 


BLAST score 


155 


E value 


7.0e-ll 


Match length 


76 


% identity 


47 


NCBI Description 


(U93215) unknown prot< 


Seq. No. 


160824 


Seq. ID 


LIB3177-010-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2160189 


BLAST score 


270 


E value 


9.0e-24 


Match length 


116 


% identity 


19 


NCBI Description 


(AC000132) Similar to 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kinase (gb_RLK5_ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 

160825 

LIB3177-010-P1-K1-B8 

BLASTN 

g4454447 

60 

3.0e-25 

198 

84 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160826 

LIB3177-010-P1-K1-C1 

BLASTX 

gll5783 

150 

3.0e-10 

39 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160827 

LIB3177-010-P1-K1-C2 

BLASTN 

g4756963 

58 

6.0e-24 

209 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 



21269 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scofe 

E value 

Match length 

% identity 

NCBI Description 



160828 

LIB3177-010-P1-K1-C3 

BLASTX 

g2244892 

161 

4.0e-13 

77 

55 

(Z97338) similarity to cycloartenol synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160829 

LIB3177-010-P1-K1-F11 

BLASTX 

g3273743 

219 

6.0e-18 

91 

53 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160830 

LIB317 7-010-P1-K1-G5 

BLASTN 

g3492855 

48 

6.0e-18 

136 

84 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

160831 

LIB3177-010-P1-K1-H1 

BLASTX 

g4205079 

203 

5.0e-16 

92 

50 

{U70425) ankyrin repeat-containing protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160832 

LIB3177-010-P1-K2-A11 

BLASTN 

g4406776 

459 

O.Oe+00 
4 63 
100 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160833 

LIB3177-010-P1-K2-A12 

BUVSTN 

g4406776 

149 

3.0e-78 

289 

88 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160834 

LIB3177-010-P1-K2-A2 

BLASTX 

g4262232 

543 

9.0e-56 

132 

86 

{AC006200) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160835 

LIB3177-010-P1-K2-A3 

BLASTX 

g4586256 

380 

7.0e-37 

77 

96 

{AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

160836 

LIB3177-010-P1-K2-A4 

BLASTN 

g4586241 

37 

l,Oe-ll 

145 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 
(ESSA project) 

160837 

LIB3177-010-P1-K2-A8 

BLASTX 

g2497733 

607 

3.0e-63 

118 

99 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160838 

LIB3177-010-P1-K2-A9 

BLASTX 

g2497733 

4*18 

3.0e-41 

89 

92 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 {M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 {AC005499) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160839 

LIB3177-010-P1-K2-B1 

BLASTN 

gl946354 

99 

2.0e-48 

123 

95 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160840 

LIB3177-010-P1-K2-B10 

BLASTN 

g4454447 

170 

6.0e-91 

234 

93 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160841 

LIB3177-010-P1-K2-B11 

BLASTN 

g4454447 

56 

5.0e-23 

88 

91 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160842 

LIB3177-010-P1-K2-B3 

BLASTX 

g2190547 

402 

3.0e-39 

131 

52 

{AC001229) ESTs 

gb_T43256,gb_46316,gb_N64930,gb_AA395255,gb_AA404382 come 
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from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160843 

LIB3177-010-P1-K2-B4 

BLASTN 

g2160155 

32 

5.0e-09 

40 

95 

Sequence of BAG F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160844 

LIB3177-010-P1-K2-B8 

BLASTN 

g4454447 

320 

l.Oe-180 

335 

99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete ' sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160845 

LIB3177-010-P1-K2-B9 

BLASTN 

g4454447 

239 

l.Oe-132 

258 

98 

Arabidopsis thaliana chromosome II BAC F5H14. genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160846 

LIB3177-010-P1-K2-C1 

BLASTX 

gll5783 

630 

6.0e-66 

119 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
( CAB- 140) (LHCP) >gi_1637 6_emb_C AA2 7 5 4 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160847 

LIB3177-010-P1-K2-C11 

BLASTN 

g2264320 

162 

5.0e-86 

283 

44 

Arabidopsis thaliana genomic DNA, chromosome 5, 



PI clone: 
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MXIIO, complete sequence (Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160848 

LIB3177-010-P1-K2-C12 

BLASTX 

gll4335 

596 

6.0e-62 

116 

100 

PLASMA MEMBRANE ATPASE 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3,6.1,35) 

type 2, plasma membrane - Arabidopsis thaiiana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160849 

LIB3177-010-P1-K2-C2 

BLASTN 

g4756963 

294 

l.Oe-164 

378 

100 

Arabidopsis thaiiana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160850 

LIB3177-010-P1-K2-C3 

BLASTX 

g2244892 

357 

4 .Oe-34 

94 

68 

(Z97338) similarity to cycloartenol synthase [Arabidopsis 
thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160851 

LIB3177-010-P1-K2-C7 

BLASTN 

g2583106 

51 

2.0e-20 

59 

97 

Arabidopsis thaiiana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160852 

LIB3177-010-P1-K2-C8 

BLASTN 

g2224924 

188 

l.Oe-101 

220 

96 

Arabidopsis thaiiana kinesin-like protein (ZWICHEL) gene. 
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complete cds 



Seq. No. 


.160853 


Seq. ID 


LIB3177-010-P1-K2-D1 


Method 


* BLASTX 


NCBI GI 


g99752 


BLAST score 


367 


E value 


3.0e-35 


Match length 


98 


% identity 


82 


NCBI Description 


protochlorophyllide reductase (EC 1.3.1. 33) precursor - 




Arabidopsis thaliana 


Seq. No. 


160854 


Seq. ID 


LIB3177-010-P1-K2-D10 


Method 


BLASTX : 


NCBI GI 


g3319350 


BLAST score 


241 


E value 


9.0e-23 


Match length 


67 


% identity 


91 


NCBI Description 


(AFQ77407) No definition line found [Arabidopsis thaliana 


Seq. No. 


160855 


Seq. ID 


LIB3177-010-P1-K2-D12 


Method 


BLASTN 


NCBI GI 


g4757403 


BLAST score 


176 


E value 


2.0e-94 


Match length 


224 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MJL12 / complete sequence 


Seq. No. 


160856 


Seq. ID 


LIB3177-010-P1-K2-D5 


Method 


BLASTN 


NCBI GI 


gl946354 


BLAST score 


132 


E value 


3.0e-68 


Match length 


240 


% identity 


91 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T06B20 genomic 




sequence, complete sequence 


Seq. No. 


160857 


Seq. ID 


LIB3177-010-P1-K2-D7 


Method 


BLASTX 


NCBI GI 


gl702987 


BLAST score 


315 


E value 


3.0e-29 


Match length 


66 


% identity 


98 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 PHI >gi_1493805 (L09111) GF14 




protein phi chain [Arabidopsis thaliana] >gi 223214 6 




{AF001414) 14-3-3-like protein GF14 phi [Arabidopsis 




thaliana] 




21275 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160858 

LIB3177-010-P1-K2-E2 

BLASTN 

g4589440 

54 

4 .Oe-22 

58 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI 
MSD21, complete sequence 



clone : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160859 

LIB3177-010-P1-K2-E4 

BLASTX 

g4322421 

705 

l,0e-74 

140 

98 

(AF085230) 
thaliana] 



cadmium resistance factor 1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-160860 

LIB3177-010-P1-K2-E5 

BLASTX 

g4768281 

374 

7.0e-58 

136 

83 

(AF085231) 
thaliana] 



cadmium resistance factor 1 [Arabidopsis 



160861 

LIB3177-010-P1-K2-E7 

BLASTN 

g2760164 

275 

l.Oe-153 

311 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 



TAC clone 



160862 

LIB3177-010-P1-K2-E9 

BLASTN 

g2760164 

101 

l.Oe-49 

194 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 



Seq. No. 



160863 



212'76 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-010-P1-K2-F11 

BLASTX 

g3273743 

620 

l.Oe-64 

118 

100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

160864 

LIB3177-010-P1-K2-F12 

BLASTX 

g3273743 

461 

3.0e-46 

96 

94 

{AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160865 

LIB3177-010-P1-K2-F2 

BLASTX 

gll5783 

662 

l.Oe-69 

125 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_einb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160866 

LIB3177-010-P1-K2-F4 

BLASTX 

gl32074 

624 

2.0e-65 

122 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160867 

LIB3177-010-P1-K2-F5 

BLASTX 

g3273743 

194 

3.0e-15 

66 

58 



21277 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

160868 

LIB3177-010-P1-K2-F6 

BLASTN 

g4519191 

46 

5.0e-17 

118 

86 

Arabidopsis thaliana genomic 
K9P8, complete sequence 



DNA, chromosome 5, TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160869 

LIB3177-010-P1-K2-F7 

BLASTN 

g3168839 

214 

l.Oe-117 

258 

96 

Arabidopsis ^thaliana copper homeostasis factor (CCH) mRNA, 
complete cds 

160870 

LIB3177-010-P1-K2-F9 

BLASTX 

g3024697 

323 

7.0e-31 

84 

85 

T-COMPLEX PROTEIN 
(CCT-EPSILON) >gi 
thaliana] 



1, EPSILON SUBUNIT (TCP-l-EPSILON) 
2213618 (AC000103) F21J9.12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160871 

LIB3177-010-P1-K2-G10 

BLASTN 

g2739359 

195 

l.Oe-106 

227 

96 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160872 

LIB3177-010-P1-K2-G11 

BLASTX 

gll70505 

312 

8.0e-29 

76 

83 



21278 



NCBI Description EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 

>gi_322504_pir JC14 53 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556_emb_CAA4 6189_ 
{X65053) eukaryotic translation initiation factor 4A-2 
(Arabidopsis thaliana] >gi_4 585969_gb_AAD25605. 1_AC005287_7 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 

Seq. No. 160873 

Seq. ID LIB3177-010-P1-K2-G12 

Method BLASTX 

NCBI GI g2119846 

BLAST score 57 6 

E value l.Oe-59 

Match length 116 

% identity 97 

NCBI Description chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

Seq. No. ^ 160874 

' LIB3177-010-P1-K2-G3 
BLASTX 
g4544456 
304 

6.0e-28 
101 
65 

(AC006592) putative cytochrome P450 [Arabidopsis thaliana] 
160875 

LIB3177-010-P1-K2-G4 
BLASTX 

gll70505 - ' 

309 

2.0e-28 
83 
62 

EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 

>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556_emb_CAA4 6189_ 
(X65053) eukaryotic translation initiation factor 4A-2 
[Arabidopsis thaliana] >gi_4585969_gb_AAD25605 . 1_AC005287_7 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 

160876 

LIB3177-010-P1-K2-G6 
BLASTX 
g3953473 
533 

l.Oe-54 
117 



Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



21279 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AC002328) F2202.18 [Arabidopsis thaliana] 
160877 

LIB3177-010-P1-K2-H1 

BLASTN 

g4205078 

89 

2.0e-42 

133 

65 

Arabidopsis thaliana ankyrin repeat-containing protein 2 
{AKR2) mRNA, complete cds 

160878 

LIB3177-010-P1-K2-H12 

BLASTX 

gl20662 

306 

2.0e-28 
63 * 
95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_81621_pir JQ1286 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
Arabidopsis thaliana >gi_336390 (M64115) glyceraldehyde 
3-phosphate dehydrogenase B subunit [Arabidopsis thaliana] 

160879 

LIB3177-010-P1-K2-H2 

BLASTX 

gl20667 

256 

2.0e-22 

76 

68 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

160880 

LIB3177-010-P1-K2-H7 

BLASTX 

g4193388 

476 

8.0e"48 

127 

74 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 



160881 



21280 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-010-P1-K2-H8 

BLASTX 

g495731 

206 

2.0e-16 

41 

98 

{L16790) small ras-related protein [Arabidopsis thaliana] 
160882 

LIB3177-010-P1-K2-H9 

BLASTX 

g495731 

170 

3.0e-12 

40 

85 

{L16790) small ras-related protein [Arabidopsis thaliana] 
160883 

LIB3177-012-P1-K1-A2 

BLASTX 

g4454037 

199 

2.0e-15 

120 

39 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



160884 

LIB3177-012-P1-K1-A3 

BLASTX 

g2146742 

241 

2.0e-20 

119 

50 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209631 (U36432) GNOM gene product [Arabidopsis 
thaliana] 

160885 

LIB3177-012-P1-K1-A4 

BLASTX 

g3241945 

251 

l.Oe-21 

96 

59 

(AC004 625) unknown protein [Arabidopsis thaliana] 
160886 

LIB3177-012-P1-K1-A8 

BLASTX 

g4454037 

152 



21281 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



4 .Oe-10 

59 

49 

{AL035394) putative major latex protein [Arabidopsis 
thaliana] 

160887 

LIB3177-012-P1-K1-B2 

BLASTX 

g2119846 

415 

8.0e-41 

112 

72 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

160888 

LIB3177-012-P1-K1-B4 

BLASTX 

g99735 

384 

4.0e-37 

123 

65 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

160889 

LIB3177-012-P1-K1-B7 

BLASTN 

g3128134 

57 . , . 

l.Oe-23 

133 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18G13, complete sequence [Arabidopsis thaliana] 

160890 

LIB3177-012-P1-K1-B9 

BLASTN 

g2642427 

53 

7.0e-21 

269 

80 

Arabidopsis thaliana chromosome II BAC T20D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160891 

LIB3177-012-P1-K1-C1 



21282 



Method 

NCBI GI 

BLAST score 

E value 

Majtch length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g2351068 

111 

2.0e-55 

387 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRHIO, complete sequence [Arabidopsis thaliana] 



PI clone 



160892 

LIB3177-012-P1-K1-C12 

BLASTX 

g4755193 

203 

4 ,0e-16 

93 

49 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 

160893 

LIB3177-012-P1-K1-C2 

BLASTN 

g4741928 

73 

9.0e-33 

380 

79 

Arabidopsis thaliana membrane related protein CPS mRNA, 
complete cds 

160894 

LIB3177-012-P1-K1-C4 

BLASTX 

g2262167 

241 

2.0e-20 

93 

58 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

160895 

LIB3177-012-P1-K1-D1 

BLASTN 

g2264303 

53 

7,0e-21 

140 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBB18, complete sequence [Arabidopsis thaliana] 

160896 

LIB3177-012-P1-K1-D2 

BLASTX 

g4585882 



21283 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



233 

2.0e-19 

110 

52 

(AC005850) PSI type III chlorophyll a/b-binding protein 
(Arabidopsis thaliana] 

160897 

LIB3177-012-P1-K1-D4 

BLASTX 

g4263525 

391 

6.0e-38 

117 

69 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

160898 

LIB3177-012-P1-K1-D6 

BLASTN 

g2358139 

50 

3.0e-19 

182 

82 

Arabidopsis thaliana chromosome 1 YAC yUP8H12 complete 
sequence [Arabidopsis thaliana] 

160899 

LIB3177-012-P1-K1-D9 

BLASTX 

g2062161 

210 

6.0e-17 

91 

52 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



160900 

LIB3177-012-P1-K1-E10 

BLASTX 

g4262156 

147 

l.Oe-09 

84 

43 

{AC005275) putative component of cytochrome B6-F complex 
[Arabidopsis thaliana] 

160901 

LIB3177-012-P1-K1-E2 

BLASTX 

gl707008 

293 

2.0e-26 



21284 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



116 
57 

(U78721) 30S ribosoitial -protein S5 isolog [Arabidopsis 
thaliana) 

160902 

LIB3177-012-P1-K1-E3 

BLASTN 

g2264316 

42 

2,0e-14 

86 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 

160903 

LIB3177-012-P1-K1-E4 

BLASTX 

g4220512 

171 

2.0e-12 

100 

40 

(AL035356) putative pectate lyase [Arabidopsis thaliana] 
160904 

LIB3177-012-P1-K1-E5 

BLASTX 

gl32074 

312 

l.Oe-28 

113 

60 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

160905 

LIB3177-012-P1-K1-E8 

BLASTX 

g2781394 

237 

7.0e-20 

118 

47 

(U70424) 0-methyltransf erase 1 [Arabidopsis thaliana] 
160906 

LIB3177-012-P1-K1-E9 

BLASTX 

g4582468 

160 

2.0e-ll 

45 

71 



21285 



NCBI Description 



{AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160907 

LIB3177-012-P1-K1-F1 

BLASTN 

g3241923 

57 

2.0e-23 

213 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMNIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160908 

LIB3177-012-P1-K1-F10 

BLASTX 

gll75012 

367 

3.0e-35 

103 

75 

PLASMA MEMBRANE INTRINSIC PROTEIN IC (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA4 9155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160909 

LIB3177-012-P1-K1-F3 

BLASTX 

g399298 

162 

5.0e-ll 

63 

57 

STRESS-INDUCED KIN2 PROTEIN (COLD-INDUCED C0R6 . 6 PROTEIN) 

>gi_1084343_pir S22529 cold-regulated protein kin2 - 

Arabidopsis thaliana >gi_16230_emb_CAA38894_ (X55053) cold 
regulated [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160910 

LIB3177-012-P1-K1-F4 

BLASTX 

g3319348 

174 

8.0e-13 

70 

50 

(AF077407) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160911 

LIB3177-012-P1-K1-F5 

BLASTX 

g2062164 

224 

3.0e-18 

96 

47 



21286 



NCBI Description 



(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160912 

LIB3177-012-P1-K1-F6 

BLASTX 

g3790567 

226 

8.0e-19 

90 

57 

(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 

160913 

LIB3177-012-P1-K1-F8 

BLASTX 

gl076678 

226 

l,0e-18 

79 

63 

ubiquitin / ribosomal protein S27a - potato (fragment) 
160914 

LIB3177-012-P1-K1-G10 

BLASTN 

g4584351 

56 

9.0e-23 

228 

81 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

160915 

LIB3177-012-P1-K1-G12 

BLASTX 

g3249081 

309 

2.0e-28 

113 

58 

(AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 

160916 

LIB3177-012-P1-K1-G3 

BLASTX 

g4741960 

380 

l.Oe-36 

106 

70 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 



160917 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-012-P1-K1-G4 

BLASTX 

gl3Z677 

296 

6.0e-27 

92 

72 

505 RIBOSOMAL PROTEIN LIS, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160918 

LIB3177-012-P1-K1-G7 

BLASTX 

g4835233 

267 

l.Oe-23 

96 

58 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160919 

LIB3177-012-P1-K1-G8 

BLASTX 

g3894193 

169 

5.0e-12 
106 
35 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160920 

LIB3177-012-P1-K1-G9 

BLASTX 

g541858 

368 

2.0e-35 

117 

67 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160921 

LIB3177-012-P1-K1-H10 

BLASTX 

gl32110 

252 

9.0e-22 

92 

58 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

160922 

LIB3177-012-P1-K1-H11 

BLASTX 

g729470 

333 

3.0e-31 

116 

62 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA79702_ 
(Z214 93) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160923 _ 

LIB3177-012-P1-K1-H12 

BLASTN 

g3859840 

42 

2.0e-14 

158 

85 

Plastid transformation vector pGS31A 16S ribosomal RNA 
gene, partial sequence; aminoglycoside 3 ' -adenyltransf erase 
(aadA) gene, complete cds 

160924 

LIB3177-012-P1-K1-H2 

BLASTX 

g3157944 

447 

2.0e-44 

133 

70 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U79769 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

160925 

LIB3177-012-P1-K1-H3 

BLASTX 

g2499811 

330 

7.0e-31 

97 

65 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160926 

LIB3177-012-P1-K1-H5 

BLASTX 

gl086833 

188 

4.0e-14 

123 

31 

(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CEESI89F; similar to 60S acidic 
ribosomal protein Po (LIO) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160927 

LIB3177-012-P1-K1-H8 

BLASTX 

g2244740 

248 

4 .Oe-21 

146 

42 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160928 

LIB3177-012-P1-K1-H9 

BLASTX 

gl31381 

230 

3.0e-19 

104 

53 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_997 4 5_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA3667 5_ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160929 

LIB3177-012-P1-K2-A2 

BLASTX 

g4454037 

597 

4.0e-62 

111 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



160930 

LIB3177-012-P1-K2-A3 

BLASTX 

g2498329 

608 

2.0e-63 
123 
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% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

PATTERN FORMATION PROTEIN EMB30 >gi_212 9665_pir^S6557 1 
pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyce 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 {U561410 similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

160931 

LIB3177-012-P1-K2-A4 

BLASTN 

g3241939 

77 

3.0e-35 

285 

94 

Arabidopsis thaliana chromosome II BAG T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

160932 

LIB3177-012-P1-K2-A5 

BLASTX 

gl33872 

236 

8 . Oe-20 

63 

67 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir ^A44121 small subunit ribosomal 

protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No..- 


160933 


Seq. ID 


LIB3177-012-P1-K2-A7 


Method 


BLASTX 


NCBI GI 


g3953467 


BLAST score 


478 


E value 


4.0e-48 


Match length 


117 


% identity 


44 


NCBI Description 


{AC002328) F20N2.12 [Arabidopsis 


Seq. No. 


160934 


Seq, ID 


LIB3177-012-P1-K2-A9 


Method 


BLASTX 


NCBI GI 


g2160158 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


87 


% identity 


82 


NCBI Description 


(AC000132) Similar to elongation 



(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T4 5940 , gb_T04527 come 
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from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160935 - 

LIB3177-012-P1-K2-B2 

BLASTX 

g2119846 

562 

4.0e-58 

108 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160936 

LIB3177-012-P1-K2-B4 

BLASTX 

g99735 

641 

6.0e-67 

133 

96 

L-ascorbate peroxidase (EC 1.11.1.11) precursor 
Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160937 

LIB3177-012-P1-K2-B5 

BLASTX 

g4704730 

377 

2.0e-36 

80 

93 

{AF121355) peroxiredoxin TPxl [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160938 

LIB3177-012-P1-K2-B7 

BLASTX 

g2781394 

328 

8.0e-31 

87 

83 

(U70424) 0-methyltransf erase 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160939 

LIB3177-012-P1-K2-B9 

BLASTX 

g2642443 

280 

5.0e-25 

65 

88 
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NCBI Description 



(AC002391) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160940 

LIB3177-012-P1-K2-C1 

BLASTN 

g2351068 

98 

9.0e-48 

256 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRHIO, complete sequence [Arabidopsis thaliana] 

160941 

LIB3177-012-P1-K2-C12 

BLASTX 

g4755193 

44 

5.0e-19 

95 

68 

(AC007018) putative ribosomal protein S17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160942 

LIB3177-012-P1-K2-C2 

BLASTX 

g4741929 

588 

3.0e-61 

112 

96 

{AF130253) membrane related protein CPS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160943 

LIB3177-012-P1-K2-C4 

BLASTX 

g3915865 

461 

l.Oe-52 

109 

97 

4 OS RIBOSOMAL PROTEIN S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160944 

LIB3177-012-P1-K2-D1 

BLASTN 

g2264303 

156 

2.0e-82 

397 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBB18, complete sequence [Arabidopsis thaliana] 



Seq. No. 



160945 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-012-P1-K2-D2 

BLASTX 

g4585882 

284 

l.Oe-25 

56 

100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

160946 

LIB3177-012-P1-K2-D4 

BLASTX 

g4263525 

507 

l.Oe-51 

122 

82 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160947 

LIB3177-012-P1-K2-D6 

BLASTN 

g2358139 

233 

l.Oe-128 

319 

97 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

•% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160948 

LIB3177-012-P1-K2-D7 

BLASTX 

gl922244 

256 

2.0e-22 

66 

76 

(Y10085) putative desication related protein LEA14 
[Arabidopsis thaliana] >gi_2505882_emb_CAA7 3311_ (Y12776) 
LEA protein [Arabidopsis thaliana] 

160949 

LIB3177-012-P1-K2-D9 

BLASTX 

g2062161 

94 

5.0e-19 

93 

62 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



160950 

LIB3177-012-P1-K2-E10 
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Method 


D T TV o rn XI 

BLAST N 


NCBI GI 


g3299824 


BLAST score 


49 


E value 


1 . Oe-18 


Match length 


88 


% identity 


95 


NCBI Description 


Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm 




near 17 cM, complete sequence [Arabidopsis thaliana] 


Seq. No. 


160951 


Seq. ID 


LIB3177-012-P1-K2-E3 


Method 


BLiASTN 


NCBI GI 


g2264316 


BLAST score 


61 


E value 


l.Oe-25 


Match length 


440 


% identity 


45 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MROll, complete sequence [Arabidopsis thaliana] 


Seq. No. 


160952 


Seq. ID 


LIB3177-012-P1-K2-E4 


Method 


BLASTX 


NCBI GI 


g4220512 


BLAST score 


4 48 


E value 


1 . Oe-45 


Match length 


113 


% identity 


83. 


NCBI Description 


(AL035356) putative pectate lyase [Arabidopsis thaliana] 


Seq. No. 


160953 


Seq. ID 


LIB3177-012-P1-K2-E5 


Metnoa 


BLAb i A 


NCBI GI 


gl32074 


BLAST score 


334 


E value 


2.0e-31 


Match length 


63 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulo se— bisphosphate carboxylase (EC 4,1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

160954 

LIB3177-012-P1-K2-E7 

BLASTX 

g266731 

155 

2.0e-10 

48 

60 

PHENYLALANINE AMMONIA-LYASE 1 >gi_282927_pir S25303 

phenylalanine ammonia-lyase (EC 4.3.1.5) - garden pea 
>gi__217980_dbj_BAA00885_ (DlOOOl) phenylalanine 
ammonia-lyase [Pisum sativum] >gi_2 17982_dbj_BAA0088 6_ 
(D10002) phenylalanine ammonia-lyase [Pisum sativum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160955 

LIB3177-012-P1-K2-E8 

BLASTX 

g2781394 

582 

2.0e-60 

118 

99 

(U70424) 0-methyltransf erase 1 [Arabidopsis thaliana] 
160956 

LIB3177-012-P1-K2-F1 

BLASTX 

g4185509 

103 

4 .Oe-44 

110 

77 

(AF102821) actin depolymerizing factor 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID: . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160957 

LIB3177-012-P1-K2-F10 

BLASTX 

gll75012 

244 

7.0e-21 

77 

69 

PLASMA MEMBRANE INTRINSIC PROTEIN IC (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA4 9155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

160958 

LIB3177-012-P1-K2-F4 

BLASTX 

g3319348 

4 63 

2.0e-57 

136 

83 

(AF077407) No definition line found [Arabidopsis thaliana] 
160959 

LIB3177-012-P1-K2-F5 

BLASTX 

g2062165 

174 

7.0e-13 

63 

54 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



160960 

LIB3177-012-P1-K2-F6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3790567 
405 

8.0e-40 

87 

92 

(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160961 

LIB3177-012-P1-K2-F8 

BLASTX 

g280386 

434 

4.0e-43 

97 

89 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi_166930 (J05507) ubiquitin extension protein (UBQl) 
[Arabidopsis thaliana] >gi_166932 {J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4 678227_gb_AAD26972.1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 

160962 

LIB3177-012-P1-K2-G10 

BLASTN 

g4584351 

60 

3.0e-25 

132 

86 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

160963 

LIB3177-012-P1-K2-G12 

BLASTX 

g3249081 

43 

5.0e-69 

139 

96 

{AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 

160964 

LIB3177-012-P1-K2-G2 

BLASTN 

g3510339 

171 

2.0e-91 

354 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 



160965 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% '^identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-012-P1-K2-G3 

BLASTX 

g4741960 

455 

2.0e-45 

102 

86 

(AF134130) 



LhcbS protein [Arabidopsis thaliana] 



160966 

LIB3177-012-P1-K2-G4 

BLASTX 

gl32677 

174 

l.Oe-12 

67 

58 

50S RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 

160967 

LIB3177-012-P1-K2-G7 

BLASTX 

g4835233 

268 

2.0e-23 

133 

69 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

160968 

LIB3177-012-P1-K2-G8 

BLASTX 

g3894193 

328 

l.Oe-30 

113 

55 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



160969 

LIB3177-012-P1-K2-G9 

BLASTX 

g541858 

743 

3.0e-79 
.139 
94 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160970 

LIB3177-012-P1-K2-H10 

BLASTX 

gl32110 

330 

4.0e-31 

77 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160971 

LIB3177-012-P1-K2-H11 

BLASTX 

g4760553 

4 60 

3.0e-46 
107 

86. 

(AB019533) 
sativa] 



Nad-dependent formate dehydrogenase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160972 

LIB3177-012-P1-K2-H2 

BLASTX 

g3157944 

515 

l.Oe-52 

114 

89 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U79769 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

160973 

LIB3177-012-P1-K2-H3 

BLASTX 

g2499811 

438 

l.Oe-43 

91 

91 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



160974 

LIB3177-012-P1-K2-H5 

BLASTX 

gl086833 



21299 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227 

7.0e-19 

106 

37 

(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CE-ESI89F; similar to 60S acidic 
ribosomal protein Po (LIO) [Caenorhabditis elegans] 

160975 

LIB3177-012-P1-K2-H7 

BLASTX 

g3721926 

492 

5.0e-50 

99 

97 

{AB017480) chloroplast FtsH protease [Nicotiana tabacum] 
160976 

LIB3177-012-P1-K2-H8 

BLASTX 

g4165132 

333 

2.0e-31 

72 

83 

(AF098292) endo-beta-1, 4-D-glucanase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160977 

LIB3177-012-P1-K2-H9 

BLASTX 

gl31381 

44 

3.0e-12 

63 

76 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_997 45_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675_ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 

160978 

LIB3177-013-P1-K1-A1 

BLASTX 

g3335340 

292 

2.0e-26 

107 

58 

(AC004512) Strong similarity to xylglucan 
endo-transglycolsylase (TCH4) gene gb_U27609, first exon 
contains strong similarity to meri 5 gene gb_Z17989 from A. 
thaliana. EST gb_N37583 comes from this gene. [Arabidopsis 
thaliana] 



21300 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160979 

LIB3177-013-P1-K1-A11 

BLASTN 

g4512656 

72 

3.0e-32 

241 

86 

Arabidopsis thaliana chromosome II BAG F7D19 genomic 
sequence, complete sequence 

160980 

LIB3177-013-P1-K1-A3 

BLASTX 

gl769905 

208 

l.Oe-16 

98 

47 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

160981 

LIB3177-013-P1-K1-B2 

BLASTX 

g2996158 

150 

l.Oe-09 

39 

69 

{AF051753) 
{AF051754) 



GASA5-like protein [Picea mariana] >gi__2996160 
GASA5-like protein [Picea mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160982 

LIB3177-013-P1-K1-B4 

BLASTX 

g541546 

322 

8.0e-30 

117 

13 

ubiquitin precursor - Volvox carteri 

>gi_395295_emb_CAA52290_ {X74214) polyubiquitin [Volvox 
carteri] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160983 

LIB3177-013-P1-K1-B5 

BLASTN 

g2924654 

47 

2.0e-17 

149 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHK7, complete sequence [Arabidopsis thaliana] 



PI clone: 



21301 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160984 

LIB3177-013-P1-K1-C1 

BLASTN 

g2980757 

116 

2.0e-58 

304 

85 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F6I18 



160985 

LIB3177-013-P1-K1-C3 

BLASTX 

g421826 

237 

6.0e-20 

96 

51 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

160986 

LIB3177-013-P1-K1-D11 

BLASTX 

g477819 

173 

2.0e-12 

103 

36 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160987 

LIB3177-013-P1-K1-D2 

BLASTN 

g2618677 

67 

3.0e-29 

192 

88 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

160988 

LIB3177-013-P1-K1-D3 

BLASTN 

g4159703 

57 

2.0e-23 

289 

80 

Arabidopsis thaliana genomic 



DNA, chromosome 5, TAC clone: 



21302 



K5F14, complete sequence 



Seq. No. 


160989 


Seq. ID 


LIB3177-013-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2781394 


BLAST score 


307 


E value 


3. Oe-28 


Match length 


102 


% identity 


56 


NCBI Description 


(U70424 ) 0-methyltra; 


Seq. No. 


1 /T r\ r\ r\ r\ 

160990 


Seq. ID 


LIB3177-013-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2895510 


T" TV ^ m — 

BLAST score 


147 


E value 


2 . Oe-09 


Match length 


128 


% identity 


34 


NCBI Description 


(AF033204) putative ] 




thaliana] 


Seq. No. 


160991 


Seq. ID 


LIB3177-013-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3421090 


BLAST score 


169 


E value 


4.0e-12 


Match length 


93 


% identity 


42 



1 [Arabidopsis thaliana] 



NCBI Description 



(AF043525) 
thaliana] 



20S proteasome subunit PAE2 [Arabidopsis 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160992 

LIB3177-013-P1-K1-F1 

BLASTX 

g3885511 

151 

8.0e-10 

106 

39 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

160993 

LIB3177-013-P1-K1-F2 

BLASTX 

gl769905 

198 

2.0e-15 

75 

53 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 



160994 



21303 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-013-P1-K1-F5 

BLASTX 

gl32074 

148 

l.Oe-09 
75 

45 - 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

160995 

LIB3177-013-P1-K1-F6 

BLASTN 

g2266989 

43 

6.0e-15 

226 

81 

Arabidopsis thaliana vacuolar type ATPase subunit A itiRNA, 
complete cds 

160996 

LIB3177-013-P1-K1-G1 

BLASTX 

gl363489 

222 

4.0e-18 

118 

42 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

160997 

LIB3177-013-P1-K1-G3 

BLASTN 

g4678371 

48 

7.0e-18 

152 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160998 

LIB3177-013-P1-K1-G6 

BLASTN 

g2760164 

41 

l.Oe-13 

169 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 



TAC clone: 



21304 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160999 

LIB3177-013-P1-K1-H4 

BLASTX 

g2062158 

286 

l.Oe-25 

129 

24 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

161000 

LIB3177-013-P1-K2-A1 

BLASTX 

g3335340 

524 

l.Oe-53 

126 

79 

(AC004512) Strong similarity to xylglucan 
endo-transglycolsylase (TCH4) gene gb_U27609, first exon 
contains strong similarity to meri 5 gene gb_Z17989 from A. 
thaliana. EST gb^N37583 comes from this gene. [Arabidopsis 
thaliana] 



Seq^ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161001 

LIB3177-013-P1-K2-A11 

BLASTN 

g4512656 

285 

l.Oe-159 

437 

93 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

161002 

LIB3177-013-P1-K2-A3 

BLASTX 

gl769905 

558 

2.0e-57 

113 

96 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

161003 

LIB3177-013-P1-K2-A4 

BLASTX 

g416681 

264 

6.0e-23 

145 

42 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 
>gi_280404_pir S26198 H+-transporting ATP synthase (EC 



21305 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.6.1.34) delta chain precursor , chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

161004 

LIB3177-013-P1-K2-A5 

BLASTX 

gl706130 

243 

9.0e-21 

73 

67. 

CDPK-RELATED PROTEIN KINASE {PK421) >gi_2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_emb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161005 

LIB3177-013-P1-K2-A7 

BLASTX 

g3249039 

185 

l.Oe-13 

86 

45 

(AF071221) N-carbamyl-L-amino acid amidohydrolase 
[Arthrobacter aurescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161006 

LIB3177-013-P1-K2-B1 

BLASTN 

g4539331 

445 

O.Oe+00 

453 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F22I13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161007 

LIB3177-013-P1-K2-B2 

BLASTX 

g2996158 

333 

4.0e-31 

61 

85 

(AF051753) GASA5-like protein [Picea mariana] >gi_2996160 
(AF051754) GASA5-like protein [Picea mariana] 

161008 

LIB3177-013-P1-K2-B3 

BLASTX 

g3482915 

295 

l.Oe-26 
74 



21306 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AC003970) Similar to 12-oxophytodienoate reductase, 
gi_2765083 and old-yellow-enzyme homolog, gi_2232254 
[Arabidopsis thaliana] 

161009 

LIB3177-013-P1-K2-B4 

BLASTX 

gl076708 

602 

l.Oe-62 

121 

28 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA037 64_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84 4 40_ (Z34 988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ {D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD1534 0_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 

161010 

LIB3177-013-P1-K2-B5 

BLASTX 

g82263 

314 

5.0e-40 

98 

86 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

161011 

LIB3177-013-P1-K2-B7 

BLASTX 

g99735 

63 

6.0e-14 

81 

58 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

161012 

LIB3177-013-P1-K2-B8 

BLASTX 

g2827704 

490 

l.Oe-49 

108 

90 

(AL021684) LRR-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



161013 

LIB3177-013-P1-K2-C1 



21307 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2980768 

500 

l.Oe-50 

101 

97 

{AL022198) 



putative protein [Arabidopsis thaliana] 



161014 

LIB3177-013-P1-K2-C10 

BLASTN 

g3650026 

92 

2.0e-44 

180 

88 

Arabidopsis thaliana chromosome II BAC T26I20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161015 

LIB3177-013-P1-K2-C2 

BLASTN 

g4584841 

167 

7.0e-89 

455 

99 

.Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

161016 

LIB3177-013-P1-K2-C3 

BLASTX 

g421826 

633 

3.0e-66 

143 

83 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

161017 

LIB3177-013-P1-K2-C7 

BLASTX 

gll9905 

407 . 

9.0e-40 

88 

84 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X1244 6) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_22654 5_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 



21308 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161018 

LIB3177-013-P1-K2-C9 

BLASTN 

g2244901 

50 

4.0e-19 

213 

85 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

161019 

LIB3177-013-P1-K2-D11 

BLASTX 

g477819 

480 

2.0e-48 

118 

78 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber. Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161020 

LIB3177-013-P1-K2-D2 

BLASTX 

g2809242 

709 

4 .Oe-75 

143 

100 

(AC002560) F21B7.11 [Arabidopsis thaliana] 
161021 

LIB3177-013-P1-K2-D3 

BLASTX 

g4454467 

213 

5.0e-17 

140 

34 

(AC006234) unknown protein [Arabidopsis thaliana] 
161022 

LIB3177-013-P1-K2-D4 

BLASTN 

g2961335 

244 

l.Oe-135 

252 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 
(ESSAII project) 



Seq. No. 



161023 



21309 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-013-P1-K2-D5 

BLASTN 

g2264315 

141 

2.0e-73 

195 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRN17, complete sequence [Arabidopsis thaliana] 



PI clone: 



161024 

LIB3177-013-P1-K2-E10 

BLASTX 

gl32675 

253 

5.0e-26 

78 

85 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L14 >gi_71222_pir R5NT14 

ribosomal protein L14 - common tobacco chloroplast 
>gi_11864_emb_CAA77379_ (Z00044) ribosomal protein L14 

[Nicotiana tabacum] >gi_225233_prf 1211235BQ ribosomal 

protein L14 [Nicotiana tabacum] 

161025 

LIB3177-013-P1-K2-E2 

BLASTX 

g4586256 

593 

l.Oe-61 

130 

91 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

161026 

LIB3177-013-P1-K2-E4 

BLASTX 

g2781394 

631 

l.Oe-67 

137 

94 

(U70424) 0-methyltransf erase 1 [Arabidopsis thaliana] 
161027 

LIB3177-013-P1-K2-E5 . . 

BLASTX 

g2895510 

57 

2.0e-49 

126 

87 

(AF033204) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 



161028 



21310 





LIB3177-013-P1-K2-E6 


Metnod 


BLASTX 


NCBI GI 


g3421087 


BLAST score 


478 


E value 


5 . Oe-48 


Match length 


100 


% identity 


96 


NCBI Description 


(AF04 3524) 20S proteasome 




thaliana] 


Seq. No. 


161029 


Seq. ID 


LIB3177-013-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


gl652892 


BLAST score 


286 


E value 


1 . Oe-25 


Match length 


89 


% identity 


39 


NCBI Description 


(D90909) ABC transporter | 


Seq. No. 


161030 


Seq. ID 


LIB3177-013-P1-K2-E8 


Method 


BLAbTX 


NCBI GI 


gl66708 


BLAST score 


327 


E value 


9. Oe-31 


Match length 


87 


% identity 


80 


NCBI Description 


(M64118) glyceraldehyde-3- 




[Arabidopsis thaliana] 


Seq. No. 


161031 


Seq. ID 


LIB3177-013-P1-K2-E9 


Metnod 


1^ T TV 

BLASTX 


NCBI GI 


g3688799 


BLAST score 


445 


E value 


3. Oe-44 


Match length 


131 


% identity 


82 


NCBI Description 


(AF057137) gamma tonoplast 




thaliana] 


Seq. No. 


161032 


oeq. LU 


LIBJl / /-013-P1-K2-F1 


Method 


BLASTX 


NCBI GI 


g3885511 


BLAST score 


416 


E value 


8.0e-41 


Match length 


102 


% identity 


81 



NCBI Description 



(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161033 

LIB3177-013-P1-K2-F10 

BLASTX 

g3059095 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233 

9.0e-20 

69 

68 

(AJ001091) magnesium chelatase subunit [Glycine max] 
161034 

LIB3177-013-P1-K2-F2 

BLASTX 

gl769905 

469 

5.0e-47 

135 

68 

{X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

161035 

LIB3177-013-P1-K2-F4 

BLASTX 

g2660664 

46 * 

7.0e-43 

121 

82 

(AC002342) unknown protein [Arabidopsis thaliana] 
161036 

LIB3177-013-P1-K2-F7 

BLASTX 

g3885511 

408 

7.0e-40 

103 

80 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161037 

LIB3177-013-P1-K2-F8 

BLASTX 

g224293 

383 

5.0e-37 

78 

99 

histone H4 [Triticum aestivum] 
161038 

LIB3177-013-P1-K2-F9 

BLASTN 

g3449316 

48 

6.0e-18 

202 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



21312 



K9D7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161039 

LIB3177-013-P1-K2-G1 

BLASTX 

gl363489 

499 

2.0e-65 

123 

99 

thioglucosidase {EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

161040 

LIB3177-013-P1-K2-G10 

BLASTN 

g4662640 

364 

O.Oe+00 

445 

46 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

161041 

LIB3177-013-P1-K2-G11 

BLASTX 

gl491710 

167 

l.Oe-11 

56 

54 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha/Drl [Homo sapiens] 



013-P1-K2-G12 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161042 
LIB3177 
BLASTX 
g730645 
134 

l.Oe-22 

78 

78 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9 
(Z23i61) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ {AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

161043 

LIB3177-013-P1-K2-G2 

BLASTX 

g2924772 
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biiAoi score 


D /U 


E value 


1 . Ue- /u 


Match length 


ion 
loU 


^ laenuity 


y / 


NCBI Description 


(AC002334) unknown protein [Arabidopsis thaliana] 


oeC^ . INO . 


1 DiU4 4 




Lilbol / / — Ul J— ri — K^— LjO 


Method 


bliAb 1 N 


NCBI GI 


g3309276 


BLAST score 


190 


E value 


± . ue 1 


Matcn length 


j1 c: 


% Identity 




NL-rJi Description 


AraDiaopsis tnaiiana BAC T^oNb trom chromosome IV at 19.3 




cM, complete sequence 


oecj. wo. 


1 Dl U 4 0 


becj. lu 


lilbJl / /-ui J-P1-K^:-G4 


Method 


BLASTX 


NCBI GI 


g2529229 


DiiAb i score 


c,1 
0/4 


E value 


. ue-oy 


Match length 


1 Ji 


% identity 


O / 


NCBI Description 


(AB007 907) 6-phosphogluconate dehydrogenase [Glycine max] 


beq. NO, 


1 bl U4 D 


beq. ID 


LlBol / /-UlJ-Pl-K^-Go 


Method 


BLASTN 


NCBI GI 


g3047088 


bLAb i score 


o b 


E value 


o . ue-11 


Matcn lengtn 


1 /z 


^ laenuicy 


o u 


NCBI Description 


AraDiaopsis thaliana BAG T^IbDzz 


beq . iNO . 


1 CI C\A1 
1 Dl U4 / 


beq. iJJ 


LilbOl / /— UlO irl — I\Z— laD 


Method 


BLASTX 


NCBI GI 


gl70131 


biiAbi score 


QIC 

olb 


E value 


0 . ue-^y 


Match length 


1 c 

1 b 


% laentity 


1 c 
/ b 


NCBI Description 


(Moooz^) riDOsomal protein 30S suDunit [Spinacia oleracea. 


beq . wo . 


1 D1U4 O 


oeq • ±u 


T 77-01 '^-PT -K'9-r:7 


Method 


bljAb 1 A 


NCBI GI 


gll5767 


BLAST score 


618 


E value 


2.0e-64 


Match length 


122 


% identity 


95 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-165/180) (LHCP) >gi 81603 pir A29280 chlorophyll 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161049 

LIB3177-013-P1-K2-G8 

BLASTX 

g4455170 

609 

8.0e-68 

150 

86 

(AL035521) fatty acid elongase-like protein [Arabidopsis 
thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161050 

LIB3177-013-P1-K2-G9 

BLASTX 

g4454037 

447 

5.0e-46 

112 

86 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161051 

LIB3177-013-P1-K2-H1 

BLASTX 

g3264757 

448 

2.0e-48 

143 

70 

{AF071888) zeaxanthin epoxidase [Prunus arineniaca] 
161052 

LIB3177-013-P1-K2-H4 

BLASTX 

g2062158 

422 

l.Oe-41 

90 

48 

(AC001645) jasmonate inducible protein isolog [Arabidopsi: 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161053 

LIB3177-014-P1-K1-A2 

BLASTN 

g2564047 

41 

7.0e-14 

183 

87 
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NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJB21, complete sequence [Arabidopsis thaliana] 



Seq. No. 


161054 


Seq. ID 


LIB3177-014-P1-K1-A7 


Method 


BLASTX * 


NCBI GI 


g3860259 


BLAST score 


165 


E value 


5.0e-12 


Match length 


62 


% identity 


58 


NCBI Description 


{AC005824) unknovm protein [Arabidopsis thaliana] 


Seq. No. 


161055 


Seq. ID 


LIB3177-014-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g4678219 


BLAST score 


82 


E value 


3.0e-38 


Match length 


243 


% identity 


82 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F9C22 genoi 




sequence, complete sequence 


Seq. No. 


161056 


Seq. ID 


LIB3177-014-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3236248 


BLAST score 


168 


E value 


4.0e-12 


Match length 


69 


% identity 


46 



NCBI Description (AC004 684) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161057 

LIB3177-014-P1-K1-F3 

BLASTX 

gl483218 

154 

2.0e-10 

71 

51 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161058 

LIB3177-014-P1-K1-H9 

BLASTX 

gll9975 

264 

3.0e-23 

92 

61 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
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[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161059 

LIB3177-014-P1-K2-A1 

BLASTN 

g2564047 

81 

l.Oe-37 

348 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB21, complete sequence [Arabidopsis thaliana] 

161060 

LIB3177-014-P1-K2-A10 

BLASTN 

g4454447 

281 

l.Oe-157 

285 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161061 

LIB3177-014-P1-K2-A3 

BLASTX 

gl32102 

616 

2.0e-64 

115 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

161062 

LIB3177-014-P1-K2-A6 

BLASTX 

g4107103 

59 

4.0e-22 

79 

72 

(AB015143) AHP3 [Arabidopsis thaliana] 
161063 

LIB3177-014-P1-K2-A9 

BLASTX 

g4559354 

143 

5.0e-09 

65 

4 
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NCBI Description 



(AC006585) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161064 

LIB3177-014-P1-K2-B1 

BLASTN 

g3298610 

153 • 

5.0e-81 

157 

99 

Arabidopsis thaliana BAC T2H3 
161065 

LIB3177-014-P1-K2-B11 

BLASTN 

g2739359 

34 

2.0e-09 

150 

83 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, ^ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161066 

LIB3177-014-P1-K2-B2 

BLASTN 

g2618605 

84 

2.0e-39 

301 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUKll, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161067 

LIB3177-014-P1-K2-B4 

BLASTX 

g3142294 

284 

2.0e-25 

111 

61 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

161068 

LIB3177-014-P1-K2-B5 

BLASTX 

g2739382 

532 

2,0e-54 

151 

75 

(AC002505) myosin heavy chain-like protein [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161069 

LIB3177-014-P1-K2-B6 

BLASTX 

g4678332 

4 60 

6.0e-46 

130 

65 

(AL04 9658) putative peptide transporter [Arabidopsis 
thaliana] 

161070 

LIB3177-014-P1-K2-C3 

BLASTN 

g4263694 

74 

9.0e-34 
102 
93 ■ 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161071 

LIB3177-014-P1-K2-C6 

BLASTX 

gl32074 

170 

l.Oe-15 

108 

54 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161072 

LIB3177-014-P1-K2-C8 

BLASTN 

g4589428 

154 

3.0e-81 

276 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161073 

LIB3177-014-P1-K2-C9 

BLASTX 

gl402918 

412 

l.Oe-40 

78 

99 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161074 

LIB3177-014-P1-K2-D1 

BLASTX 

gl076531 

91 

3.0e-51 

125 

77 

hypothetical protein, pollen allergen homolog - garden pea 

>gi_2129891_pir S65056 pollen allergen homolog precursor 

(clone PPAl) - garden pea >gi_732905_emb_CAA59470_ (X85187) 
homology with pollen allergens [Pisum sativum] 

161075 

LIB3177-014-P1-K2-D12 

BLASTX 

g3236248 

369 

2.0e-35 

119 

67 

(AC004 684) unknown protein [Arabidopsis thaliana] 
161076 

LIB3177-014-P1-K2-D2 

BLASTX 

g3639089 

793 

5.0e-85 

148 

97 

(AF090445) phospholipase Dl [Brassica oleracea] 
>gi_4 324 969_gb_AAD17208_ (AF113918) phospholipase Dl 
[Brassica oleracea var. capitata] 

161077 

LIB3177-014-P1-K2-D6 

BLASTN 

g4220637 

194 

l.Oe-105 

442 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MIEl, complete sequence [Arabidopsis thaliana] 

161078 

LIB3177-014-P1-K2-D9 

BLASTX 

gl32090 

665 

5.0e-70 

136 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 
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ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



161079 

LIB3177-014-P1-K2-E1 

BLASTN 

g2828187 

138 

2.0e-71 

449 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone; 
K21C13, complete sequence [Arabidopsis thaliana] 

161080 

LIB3177-014-P1-K2-E12 

BLASTN 

g2351069 

83 

7.0e-39 

131 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

161081 

LIB3177-014-P1-K2-E3 

BLASTX 

gl33872 

372 

l.Oe-35 

99 

71 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir ^A4 4121 small subunit ribosomal 

protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

161082 

LIB3177-014-P1-K2-E4 

BLASTN 

g4678219 

314 

l.Oe-176 

449 

96 

Arabidopsis thaliana chromosome II BAC F9C22 genomic 
sequence, complete sequence 

161083 

LIB3177-014-P1-K2-E5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2827039 
504 

2.0e-51 

109 

90 

(AF008444) 
thaliana] 



chloroplast processing enzyme [Arabidopsis 



161084 

LIB3177-014-P1-K2-E6 

BLASTX 

g729479 

227 

6.0e-19 

68 

65 

FERREDOXIN—NADP REDUCTASE PRECURSOR (FNR) >gi_551131 
(U14 956) ferredoxin NADP+ reductase precursor [Vicia faba] 

161085 

LIB3177-014-P1-K2-E7 

BLASTX 

g3176668 

628 

l.Oe-65 

134 

91 

(ACb04393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene, [Arabidopsis thaliana] 



Seq. No. 


161086 


Seq. ID 


LIB3177-014-P1-K2-E8 


Method 


BLASTX 


NCBI GI 


g2244850 


BLAST score 


156 


E value 


2.0e-10 


Match length 


76 


% identity 


43 . 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


161087 


Seq. ID 


LIB3177-014-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


g4589980 


BLAST score 


478 


E value 


4.0e-48 


Match length 


115 


% identity 


82 


NCBI Description 


(AC007195) cyclophilin, 3* partial [Arabidopsis thaliana 


Seq. No. 


161088 


Seq. ID 


LIB3177-014-P1-K2-F1 


Method 


BLASTN 


NCBI GI 


gl707006 


BLAST score 


316 


E value 


l,0e-178 



21322 



Match length 


377 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAG 




sequence, complete sequence [Arabidops 


Seq. No. 


161089 


beq. ID 


LIBolV /-l)14 -P1-K2-F2 


Method 


BLASTN 


NCBI GI 


gl483217 


BLAST score 


329 


E value 


0 . Oe+00 


Match length 


437 


% laencity 


y / 


NCBI Description 


A. thaliana gene induced upon wounding j 


Seq. No. 


161090 


Seq. ID 


LIB3177-014-P1-K2-F3 


Method 


BLASTX 


NCBI GI 


g3738336 


BLAST score 


345 


E value 


1 . Oe-32 


Match length 


94 


% identity 


78 


NCBI Description 


{AC005170) unknown protein [Arabidopsis 


Seq. No. 


161091 


Seq. ID 


LIB3177-014-P1-K2-G1 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


51 


E value 


3 . Oe-52 


Match length 


122 


% identity 


89 


NCBI Description 


ACTIN 2/7 >gi_2129525_pir S71210 actii 




thaliana >gi_2129528_pir S68107 actin 




thaliana >gi_1049307 (U37281) actin-2 i 




thaliana] >gi_1943863 (U27811) actin7 | 




thaliana] 


Seq. No. 


161092 


Seq. ID 


LIB3177-014-P1-K2-G11 


Method 


BLASTX 


NCBI GI 


g2117612 


BLAST score 


486 


E value 


4 . Oe-4 9 


Match length 


103 


% identity 


92 


NCBI Description 


catalase (EC 1.11.1.6) 3 - Arabidopsis 


Seq. No. 


161093 


beq. iu 


LIdoI / /-U14-P1-K^-G2 


Method 


BLASTN 


NCBI GI 


g3646851 


BLAST score 


219 


E value 


l.Oe-120 


Match length 


382 


% identity 


69 



Arabidopsis 



21323 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 


161094 


beq. ID 


LIB3177-014-P1-K2-G3 


Method 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


253 


E value 


8 . Oe-22 


Match length 


90 


% Identity 


53 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago sativa] 


Seq. No. 


161095 


beq. ID 


LIB3177-014-P1-K2-G7 


.Method 


BLASTX 


NCBI GI 


g4063552 


BLAST score 


87 


E value 


3 . Oe-46 


Match length 


117 


% identity 


89 


NCBI Description 


(AF035908) ATP synthase beta subunit [Muntingia calabura] 


o c q . IN O . 


ioiuyt) 


Seq. ID 


LIB3177-014-P1-K2-H1*^' 


Method 


BLASTX 


NCBI GI 


g3639089 


BLAST score 


718 


E value 


3.0e-76 


Match length 


145 


% identity 


95 


NCBI Description 


(AF090445) phospholipase Dl [Brassica oleracea] 




>gi_4324 969_gb_AAD17208_ {AF113918) phospholipase Dl 




[Brassica oleracea var. capitata] 


Seq. No. 


161097 


Seq. ID 


LIB3177-014-P1-K2-H3 . 


Method 


BLASTX 


NCBI GI 


gl 19975 


BLAST score 


61 


E value 


6.0e-56 


Match length 


145 


% identity 


83 



NCBI Description FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ {X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161098 

LIB3177-014-P1-K2-H5 

BLASTN 

g4455262 

96 

l.Oe-46 

280 

95 



21324 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSAII project) 



F17L22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161099 

LIB3177-014-P1-K2-H8 

BLASTX 

gll72873 

154 

3.0e-10 

97 

45 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir_JN0719 
drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_4 35619_dbj BAA02374 
(D13043) thiol protease [Arabidopsis thaliana] ~ ~ 

161100 

LIB3177-015-P1-K1-A2 

BLASTX 

g4630748 

309 

2.0e-28 

91 

68 

(AC007236) 
thaliana] 



putative anion exchange protein 3 [Arabidopsis 



161101 

LIB3177-015-P1-K1-A3 

BLASTX 

g2982262 

206 

3.0e-16 

108 

43 

(AF051214) probable glutathione S-transf erase [Picea 
mariana] 



Seq. No. 


161102 


Seq. ID 


LIB3177-015-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


gl769906 


BLAST score 


93 


E value 


8.0e-45 


Match length 


260 


% identity 


87 


NCBI Description 


A. thaliana mRNA for xyloglucan - 


Seq. No. 


161103 


Seq. ID 


LIB3177-015-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g414339 


BLAST score 


70 


E value 


5.0e-31 


Match length 


272 


% identity 


83 


NCBI Description 


A. thaliana rdl9A gene for thiol 



21325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



and exon 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



161104 

LIB3177-015-P1-K1-B4 
BLASTX 
gl710424 
256 

3.0e-22 
95 
59 

ofoa^?^.^^^'^^^^ CHLOROPLAST PRECURSOR (CL21) 

>gi 2129718 pir_S71282 ribosomal protein L21 - Arabidopsis 
thaliana >gx_ll49573_emb_CAA89887_ {Z49787) chloroplas? 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

161105 

LIB3177-015-P1-K1-B5 
BLASTX 

gll68748 
323 

6.0e-30 

122 

57 

CALMODULIN-4 >gi_479693_pir_S35185 calmodulin 4 - 
Arabidopsis thaliana >gi_16223_emb CAA78057 (Z12022) 
calmodulin [Arabidopsis thaliana] ~ 

161106 

LIB3177-015-P1-K1-B6 

BLASTX 

gl32110 

167 

5.0e-12 

72 

50 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B). >gi_68060_pir RKMUB3 ^^^"^^^^^^ 
ribulose-bisphosphate carboxylase (EC 4.T7l.39) small chain' 
^xia^^^r^'^K ^ ^"^^^°P^is thaliana >gi 16195 emb CAA32702 
thalifni]'' bisphosphate carboxylase [Arabidopsis " 

161107 

LIB3177-015-P1-K1-B7 

BLASTX 

gll72873 

186 

7.0e-14 

75 

47 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi 541857 pir JN0719 
drought-mducible cysteine proteinase (EC 3.4.22 -TrD21A 

mT^nd^?^;;-''^^^^'^''^^^^ thaliana >gi_435619 dbj BAA02374 
(D13043) thiol protease [Arabidopsis thaliaHa] 

161108 

LIB3177-015-P1-K1-B8 



21326 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll73045 

184 

l.Oe-13 

89 

51 

60S RIBOSOMAL PROTEIN L37A >gi_421866_pir S34 661 ribosomal 

protein L37a - turnip >gi_347062 {L21897) ribosomal protein 
[Brassica rapa] >gi_395077_einb_CAA80864_ {Z24739) ribosomal 
protein L37a [Brassica rapa] 

161109 

LIB3177-015-P1-K1-C3 

BLASTX 

g4630748 

407 

8.0e-40 

135 

62 

(AC007236) putative anion exchange protein 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161110 

LIB3177-015-P1-K1-C4 
3LASTN 
g4741184 
63 

8.0e-27 

257 

88 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



T23J7 



Seq. No. 


161111 


Seq. ID. 


LIB3177-015-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3738296 


BLAST score 


231 


E value 


3.0e-19 


Match length 


106 


% identity 


49 


NCBI Description 


(AC005309) hypothetica 


Seq. No. 


161112 


Seq. ID 


LIB3177-015-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g58207 


BLAST score 


35 


E value 


4.0e-10 


Match length 


95 


% identity 


84 


NCBI Description 


Cloning vector pGEM-4Z 


Seq. No. 


161113 


Seq. ID 


LIB3177-015-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll70089 



21327 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



46 

3.0e-34 

132 

61 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transf erase [Arabidopsis thaliana] 

161114 

LIB3177-015-P1-K1-D3 

BLASTX 

g2262151 

375 

5.0e-36 

139 

58 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

161115- 

LIB3177-015-P1-K1-D4 

BLASTN 

g3985934 

68 

8.0e-30 

216 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE7, complete sequence [Arabidopsis thaliana] 

161116 

LIB3177-015-P1-K1-E1 

BLASTX 

g3036813 

174 

2.0e-12 

98 

42 

(AL022373) hypothetical protein [Arabidopsis thaliana] 
161117 

LIB3177-015-P1-K1-E2 

BLASTN 

g2160716 

87 

3.0e-41 

250 

84 

Arabidopsis thaliana GUT15 mRNA, complete cds 
161118 

LIB3177-015-P1-K1-E3 

BLASTX 

g4585935 



21328 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



433 

7.0e-43 

125 

66 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770. 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

161119 

LIB3177-015-P1-K1-E9 

BLASTX 

gl31381 

249 

2.0e-21 

96 

57 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_9974 5_pir S11852 

photosystein II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_einb_CAA36675_ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 

161120 

LIB3177-015-P1-K1-F1 

BLASTX 

g4454036 

434 

6.0e-43 
127 

64 ■ 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

161121 

LIB3177-015-P1-K1-F3 

BLASTX 

gl6374 

309 ^y. — 

3.0e-28 

103 

60 

(X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

161122 

LIB3177-015-P1-K1-F4 

BLASTX 

g2347098 

198 

3.0e-17 

113 

34 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4 4 90742_emb__CAB38904.1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 



21329 





1 CI 1 O '3 




Libol / /-UiD-r 1 — Kl-t D 


Method 


BLASTX 


NCBI GI 


g2828267 


DT 'ACT' <?»*^^>-^ 

oj_lM.o i score 


O O 1 


Cj va±ue 


D • ue~io 


Match length 


o y 


i- T ^ VN -f- -i ^ • r 

? laeriLity 




ncdi uescnpTiion 


{Y14044) geranylgeranyl reductase [Arabidopsis thaliana) 


oeq . iNo . 




oeq. lu 




Method 


BLA55TX 


NCBI GI 


g4741960 


BLAST score 


283 


E value 


3.0e-25 


Match length 


117 


% identity 


51 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161125 

LIB3177-015-P1-K1-G2 

BLASTX 

g2832241 

398 

9.0e-39 

132 

39 

(AF0308 64) nonphototropic hypocotyl 1 [Arabidopsis 
thaliana] 

161126 

LIB3177-015-P1-K1-G3 

BLASTX 

gl352683 

233 

2.0e-19 

118 

46 

PROTEIN PHOSPHATASE 2C PPHl (PP2C) >gi_995839 (U34803) 
protein phosphatase homolog [Arabidopsis thaliana] 

161127 

LIB3177-015-P1-K1-G6 

BLASTX 

gll5783 

126 

3.0e-19 

73 

58 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_16376_emb_CAA27543_ {X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsi 
thaliana] 



Seq. No. 161128 

Seq. ID LIB3177-015-P1-K1-H1 



21330 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3702336 

351 

3.0e-33 

120 

56 

(AC005397) putative 3-methyl"2-oxobutanoate 
hydroxy-methyl-transf erase [Arabidopsis thaliana] 

161129 

LIB3177-015-P1-K1-H4 

BLASTX 

gll5767 

325 

4.0e-30 

124 

54 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81 603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161130 

LIB3177-015-P1-K2-A1 

BLASTN 

g259446 

154 

3.0e-81 

198 

99 

glycine-rich protein {clone atGRP-3} [Arabidopsis thaliana, 
C24, mRNA, 680 nt] 

161131 

LIB3177-015-P1-K2-A11 

BLASTN 

g3702734 

73 

4.0e-33 

128 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 

161132 

LIB3177-015-P1-K2-A2 

BLASTX 

g4630748 

629 

7.0e-66 

124 

98 

(AC007236) putative anion exchange protein 3 [Arabidopsis 
thaliana] 



21331 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



161133 

LIB3177-015-P1-K2-A3 

BLASTX 

g2190992 

306 

5.0e-28 

95 

62 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

161134 

LIB3177-015-P1-K2-A4 

BLASTX 

g4115936 

211 

9.0e-17 

107 

37 

(AF118223) No definition line found [Arabidopsis thaliana] 
161135 

LIB3177-015-P1-K2-A6 

BLASTN 

g3449327 

73 

7.0e-33 

292 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 

161136 

LIB3177-015-P1-K2-A7 

BLASTX 

g4'204793 

397 

l.Oe-38 

119 

33 

(U52079) P-glycoprotein [Solanum tuberosum] 
161137 

LIB3177-015-P1-K2-A8 

BLASTX 

gl769907 

263 

5.0e-23 

64 

75 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 

161138 

LIB3177-015-P1-K2-B1 
BLASTX 



21332 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539329 
373 

7.0e-36 

67 

97 

(AL035679) ES43 like protein [Arabidopsis thaliana] 
161139 

LIB3177-015-P1-K2-B2 

BLASTN 

g2618602 

164 

4.0e-87 

432 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

161140 

LIB3177-015-P1-K2-B3 

BLASTN 

g58298 

52 

2,0e-20 

106 

89 

Synthetic DNA for A. thaliana atslA leader spliced to 
B. thuringiensis CrylA(c) 

161141 

LIB3177-015-P1-K2-B4 

BLASTX 

gl710424 

557 

2,0e-57 

145 

80 

50S RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi__114 9573_emb_CAA8 9887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

161142 

LIB3177-015-P1-K2-B5 

BLASTX 

gll5511 

633 

3.0e-66 

131 

63 

CALMODULIN >gi_231682_sp_P29612_CALM_ORYSA CALMODULIN 
>gi_71682_pir MCBH calmodulin - barley 

>gi_100666_pir S24952 calmodulin 1 (clone lambda DASH) - 

rice >gi_20188_emb_CAA78287_ (Z12827) calmodulin [Oryza 
sativa] >gi_167008 (M27303) calmodulin [Hordeum vulgare] 
>gi_170072 (L01431) calmodulin [Glycine max] >gi__310315 
(L18913) calmodulin (Oryza sativa] >gi__506850 (L20691) 



21333 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



calmodulin [Vigna radiata] >gi_1478370_bbs_176852 (S81594) 
auxin-regulated calmodulin, arCaM [Vigna radiata=mung bean, 
Wilczek, seedling, Peptide, 14 9 aa] [Vigna radiata] 
>gi_1742989_emb_CAA70982_ (Y09853) CaM protein [Cicer 
arietinum] >gi_1754991 (U48242) calmodulin TaCaMl-1 
[Tritictom aestivum] >gi_1754993 (U48688) calmodulin 
TaCaMl-2 [Triticum aestivum] >gi_1754995 (U48689) 
calmodulin TaCaMl-3 [Triticum aestivum] >gi_1755003 
(U48693) calmodulin TaCaM3-l [Triticum aestivum] 
>gi_1755005 {U49103) calmodulin TaCaM3-2 [Triticum 
aestivum] >gi_1755007 (U49104) calmodulin TaCaM3-3 
[Triticum aestivum] >gi_1755009 (049105) calmodulin 
TaCaM4-l [Triticum aestivum] >gi_3617842 {AF042840) 

calmodulin [Oryza sativa] >gi_226769_prf 1604476A 

calmodulin [Hordeum vulgare var. distichum] 
>gi_1583768_prf 2121384B calmodulin [Glycine max] 

161143 

LIB3177-015-P1-K2-B7 

BLASTX 

gll72873 

670 

l.Oe-70 

139 

96 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi__435619_dbj_BAA02374_ 
(D13043) thio^'l protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161144 

LIB3177-015-P1-K2-B8 

BLASTX 

gll73045 

457 

l.Oe-45 

92 

97 

60S RIBOSOMAL PROTEIN L37A >gi_421866_pir S34661 ribosomal 

protein L37a - turnip >gi_347062 (L21897) ribosomal protein 
[Brassica rapa] >gi_395077_emb_CAA808 64_ (Z24739) ribosomal 
protein L37a [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161145 

LIB3177-015-P1-K2-C1 

BLASTX 

gl31286 

222 

3.0e-18 

63 

68 

PHOTOSYSTEM II 44 KD REACTION CENTRE PROTEIN PRECURSOR (P6 

PROTEIN) (CP43) >gi_2144937_pir F2SP44 photosystem II 

chlorophyll a-binding protein psbC - spinach chloroplast 
>gi__12281_emb_CAA25864_ (X01724) 44 kd reaction-centre 
protein [Spinacia oleracea] >gi_343362 (M36833) 44 kD 
chlorophyll a apoprotein [Spinacia oleracea] 



21334 



o6q. r*0 . 




06(^ • i. L/ 




Method 


BLASTX 


NCBI GI 


g4630748 


oJjAoI score 


^Q7 


E value 


0 , ue-b^: 


Matcn iengtn 


11/1 


% identity 


QQ 


NCBI Description 


(AC007236) putative anion exchange protein 3 [Arabido] 




unaxiana j 




1 fii 1 4 7 

i 0 ± i *3 / 


Seq. ID 


LIB3177-015-P1-K2-C4 


Method 


BLASTX 




rr/l 7/11 1 Q Q 

gfi / 4 1 1 y 0 


oLiAbi score 


0 DO 


E value 


o . ue— 00 


Match length 


1 n7 
lU / 


% identity 


Q Q 

y 0 


ncdI uescription 


(ALU4y/4D) putative protein [Arauidopsis tnalianaj 


oeq* INO. 


1 1 1 /I Q 
1 D 1 1 41 0 


in 

0 C VJ • XL/ 


T.TR'^1 77-m S-Pl -K?-r7 


Method 


BLASTX 


NCBI GI 


g3738296 


BLAST score 


587 


E value 


6.0e-61 


Match length 


123 


% identity 


93 


NCBI Description 


(AC005309) hypothetical protein [Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161149 

LIB3177-015-P1-K2-D2 

BLASTX 

gll70089 

633 

2.0e-66 ^ ■ 

129 

97 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04 554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161150 

LIB3177-015-P1-K2-D3 

BLASTN 

g2262135 

315 

l.Oe-177 

401 

98 

Arabidopsis thaliana BAC TlOPll from chromosome IV, near 15 
cM, complete sequence 



21335 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161151 

LIB3177-015-P1-K2-D4 

BLASTN 

g3985934 

338 

O.Oe+00 

410 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 



PI clone: 



161152 

LIB3177-015-P1-K2-D5 

BLASTX 

g3668097 

646 

8.0e-68 

132 

95 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161153 

LIB3177-015-P1-K2-D7 

BLASTX 

g4759280 

186 

5.0e-14 

101 

44 

U5 snRNP-specif ic protein, 116 kD >gi_4 34759_dbj_BAA04 699_ 
(D21163) similar to human elongation factor 2 mRNA (HSEF2) 
[Homo sapiens] 



Seq. No. 


161154 


Seq. ID 


LIB3177-015-P1-K2-E1 


Method 


BLASTX 


NCBI GI 


g3036813 


BLAST score 


423 


E value 


l.Oe-41 


Match length 


102 


% identity 


81 


NCBI Description 


(AL022373) hypothetical 


Seq. No. 


161155 


Seq. ID 


LIB3177-015-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g730645 


BLAST score 


555 


E value 


4.0e-57 


Match length 


124 


% identity 


90 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S 



protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 



21336 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
■ BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
.gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

161156 

LIB3177-015-P1-K2-E2 

BLASTN 

g2160716 

328 

O.Oe+00 

363 

98 

Arabidopsis thaliana GUT15 mRNA, complete cds 
161157 

LIB3177-015-P1-K2-E3 

BLASTX 

g4585935 

608 

2.0e-63 

121 

95 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4 74194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

161158 

LIB3177-015-P1-K2-E6 

BLASTX 

gl708461 

642 

3.0e-67 

148 

86 

lAA-AMINO ACID HYDROLASE HOMOLOG 1 PRECURSOR >gi 902789 
(U23795) ILLl [Arabidopsis thaliana] 

>gi_2921829_gb_AAC04865.1_ (AF047031) lAA- amino acid 
hydrolase [Arabidopsis thaliana] 

161159 

LIB3177-015-P1-K2-E8 

BLASTX 

g2062164 

527 

6.0e-54 

104 

98 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

-161160 

LIB3177-015-P1-K2-E9 

BLASTX 

g3286693 

64 

6.0e-54 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
99 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

161161 

LIB3177-015-P1-K2-F1 

BLASTX 

g4454036 

726 

4 .Oe-77 

135 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



161162 

LIB3177-015-P1-K2-F3 

BLASTX 

gll5783 

530 

3.0e-54 

107 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161163 
LIB317 
BLASTX 
g23470 
380 - 
4 .Oe-5 
102 
86 

(U7684 
>gi_4 4 
protea 



7-015-P1-K2-F4 

98 

1 



5) ubiquitin-specif ic protease [Arabidopsis thaliana] 
90742_emb_CAB38904.1_ (AL035708) ubiquitin-specif ic 
se (AtUBP3) [Arabidopsis thaliana] 



161164 

LIB3177-015-P1-K2-F5 

BLASTX 

g2828267 

461 

4.0e-46 

119 

80 

(Y14 044) geranylgeranyl reductase [Arabidopsis thaliana] 
161165 

LIB3177-015-P1-K2-F9 

BLASTN 

g4056429 

221 

l.Oe-121 



21338 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



443 
95 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 

161166 

LIB3177-015-P1-K2-G1 

BLASTX 

g4741960 

571 

5.0e-59 

128 

85 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
161167 

LIB3177-015-P1-K2-G2 

BLASTX 

g2832241 

705 

l.Oe-74 
14 9 
58 

'(AF0308 64) nonphototropic hypocotyl 1 [Arabidopsis 
thaliana] " 

161168 

LIB3177-015-P1-K2-G3 

BLASTN 

g995838 

214 

l.Oe-117 

264 

95 

Arabidopsis thaliana protein phosphatase homolog (PPHl) 
mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161169 

LIB3177-015-P1-K2-G6 

BLASTX 

gll5783 

315 

3.0e-29 

87 

72 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161170 

LIB3177-015-P1-K2-G9 

BLASTN 

g2618601 

39 

4.0e-13 
70 
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% identity 

NCBI Description 



Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity . 



methyl-2-oxobutanoate 



89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence (Arabidopsis thaliana] 

161171 

LIB3177-015-P1-K2-H1 

BLASTX 

g3702336 

618 

2.0e-64 
133 
88 

(AC005397) putative 3 

hydroxy-methyl-transf erase [Arabidopsis thaliana] 
161172 

LIB3177-015-P1-K2-H3 

BLASTX 

g2117612 

71 

l.Oe-54 

117 

92 

catalase (EC 1.11.1.6) 3 - Arabidopsis thaliana 
161173 

LIB3177-015-P1-K2-H4 

BLASTX 

gll5783 

650 

3.0e-68 

131 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR- 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

161174 

LIB3177-015-P1-K2-H5 

BLASTX 

g2924520 

594 

l.Oe-61 

123 

92 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

161175 

LIB3177-015-P1-K2-H6 

BLASTX 

g4741952 

523 

2.0e-53 

103 

70 



.21340 



NCBI Description 



(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ' 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161176 

LIB3177-016-P1-K1-A10 

BLASTN 

g3985952 

95 

5.0e-4 6 

331 
82 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MRC8, complete sequence [Arabidopsis thaliana] 



PI clone: 



161177 

LIB3177-016-P1-K1-A11 

BLASTX 

g4538961 

207 

l.Oe-16 

92 

53 

(AL049488) isoleucine-tRNA ligase-like protein [Arabidopsis 
thaliana] ' 



161178 
LIB317 
BLASTX 
g38855 
219 

8.0e-l 

96 

52 

(AF084 
barley 



7-016-P1-K1-A2 

11 

8 



200) similar to PSI-K subunit of photosystem I from 
[Medicago . sativa] 



161179 

LIB3177-016-P1-K1-A3 

BLASTN 

g4581084 

44 

2.0e-15 

175 

86 

Arabidopsis thaliana chromosome I BAG T30F21 genomic 
sequence, complete sequence 

161180 

LIB3177-016-P1-K1-A4 

BLASTX 

g99696 

358 

4 .Oe-34 

114 

64 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 



21341 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



synthetase isoenzyme [Arabidopsis thaliana. Peptide, 4 30 

aa] [Arabidopsis thaliana] >gi_2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

161181 . . 

LIB3177-016-P1-K1-A5 

BLASTX 

g224159 

367 

4.0e-35 

124 

64 

cytochrome b559 [Spinacia oleracea] 
161182 

LIB3177-016-P1-K1-A7 

BLASTX 

g99771 

202 

3.0e-16 

80 

56 

ubiquitin 81-aa extension protein 1 - Arabidopsis thaliana 
>gi_166934 (J05539) ubiquitin extension protein (UBQ5) 
[Arabidopsis thaliana] 

161183 

LIB3177-016-P1-K1-A9 

BLAST N 

g4584351 

83 

6.0e-39 

279 

82 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

161l'84 

LIB3177-016-P1-K1-B1 

BLASTX 

g4741954 

300 

2.0e-27 

80 

74 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
161185 

LIB3177-016-P1-K1-B2 

BLASTN 

g3659491 

126 

2.0e-64 

217 

90 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



21342 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161186 

LIB3177-016-P1-K1-B5 

BLASTX 

gl922964 

182 

2.0e-13' 

72 

54 

{AC000106) Similar to Schizosaccharomyces CCAAT-binding 
factor (gb_U88525). EST gb_T04310 comes from this gene. 
[Arabidopsis thaliana] 

161187 

LIB3177-016-P1-K1-B6 

BLASTX 

g4538963 

443 

5.0e-44 

124 

72 

(AL04 94 88) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129 1 
(AF134129) LhcbS protein [Arabidopsis thaliana] ~ 

161188 

LIB3177-016-P1-K1-C10 

BLASTX 

gl35406 

317 

2.0e-29 

95 

66 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_99768_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

161189 

LIB3177-016-P1-K1-C3 

BLASTX 

g2914707 

182 

2.0e-13 

110 

39 

(AC003974) putative disease resistance protein (Cf-2.2) 
[Arabidopsis thaliana] >gi_3298554 (AC004681) putative 
disease resistance protein [Arabidopsis thaliana] 

161190 

LIB3177-016-P1-K1-C4 

BLASTX 

gl350768 

336 

l.Oe-31 
101 



21343 



% identity 68 

NCBI Description 60S RIBOSOMAL PROTEIN L7A 



Seq. No. 


161191 


Seq. ID 


LIB3177-016-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3953601 


BLAST score 


417 


E value 


6.0e-41 


Match length 


136 


% identity 


68 



NCBI Description {AB008489) response regulator 6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161192 

LIB3177-016-P1-K1-C6 

BLASTX 

g4538963 

391 

5.0e-38 

117 

68 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134 129 1 
(AF134129) LhcbS protein [Arabidopsis thaliana] ~ 

161193 

LIB3177-016-P1-K1-C9 

BLASTX 

g2160142 

196 

4.0e-15 

67 

67 

(AC000375) Strong similarity to Arabidopsis APR2 
(gb_U56921). [Arabidopsis thaliana] >gi_2738758 (AF016283) 
5'-adenylylsulfate reductase [Arabidopsis thaliana] 

161194 

LIB3177-016-P1-K1-D1 

BLASTX 

gll5385 

323 

5.0e-30 

92 

75 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi__166646 (M63931) light-harvesting ■ 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161195 

LIB3177-016-P1-K1-D12 

BLASTX 

gll7238 

319 

l.Oe-29 

104 

66 



21344 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) {MG- PROTOPORPHYRIN IX CHELATASE) 

>gi__81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi__2832653_einb_CAA16728_ {AL021710) protein ch-42 
precursor, .chloroplast [Arabidopsis thaliana] 
>gi_4 4 90290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

161196 

LIB3177-016-P1-K1-D2 

BLASTX 

g4588906 

165 

2.0e-ll 

73 

49 

{AF118149) ribosomal protein S7 [Secale cereale] 
161197 

LIB3177-016-P1-K1-D3 

BLASTX 

gl652653 

172 

2.0e-12 

94 

43 

(D90907) ABC transporter [Synechocystis sp.] 
161198 

LIB3177-016-P1-K1-D4 

BLASTX 

g3821254 

173 

2.0e-12 

63 

57 

(AJ007789) geranylgeranyl reductase [Nicotiana tabacum] 
161199 

LIB3177-016-P1-K1-D7 

BLASTX 

g3323208 

116 

2.0e-10 

121 

38 

(AE001258) translation initiation factor 2 (infB) 
[Treponema pallidum] 

161200 

LIB3177-016-P1-K1-E1 

BLASTN 

g2351064 

49 



21345 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match , length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



l.Oe-18 

296 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

161201 

LIB3177-016-P1-K1-E2 

BLASTX 

g4204285 

277 

l.Oe-24 

129 

47 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

161202 

LIB3177-016-P1-K1-E3 

BLASTX 

gll5783 

374 

5.0e-36 

116 

67 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_embJCAA27543_ {X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

161203 

LIB3177-016-P1-K1-E4 

BLASTX 

g231683 

4 67 

6.0e-47 

125 

74 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA79144_ {Z18242) calnexin homolog 
[Arabidopsis thaliana] 

161204 

LIB3177-016-P1-K1-E5 

BLASTX 

gl546690 

217 

l.Oe-17 

109 

50 

{X98803) peroxidase ATP14a [Arabidopsis thaliana] 
161205 

LIB3177-016-P1-K1-E6 

BLASTX 

gll68728 



21346 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



374 

6.0e-36 

120 

64 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

161206 

LIB3177-016-P1-K1-E7 

BLASTX 

g4454037 

186 

2.0e-14 

67 

58 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

161207 

LIB3177-016-P1-K1-E8 

BLASTX 

gll68728 

179 

2.0e-13 

71 

54 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 {L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

161208 

LIB3177-016-P1-K1-E9 

BLASTX 

gl32074 

236 

9.0e-20 

112 

52 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161209 

LIB3177-016-P1-K1-F2 

BLASTX 

g4741950 

411 

2.0e-40 

108 

73 

(AF134125) Lhcb2 protein [Arabidopsis thaliana] 
161210 

LIB3177-016-P1-K1-F6 

BLASTX 

g3341685 

274 



21347 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-24 

93 

65 

{AC003672) unknown protein [Arabidopsis thaliana] 
161211 

LIB3177-016-P1-K1-F7 

BLASTX 

gll70028 

231 

2.0e-19 

93 

59 

GLUTAMATE-l-SEMIALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-l-SEMIALDEHYDE AMINOTRANSFERASE 1) (GSA- AT 1] 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 


161212 


Seq. ID 


LIB3177-016 


jyie cnoa 


BLiASTX 




g4 /4 i yoz 


BLAST score 


323 


E value 


5.0e-30 


Match length 


88 


% identity 


68 


NCBI Description 


(AF134126) ] 


Seq. No. 


161213 


Seq. ID 


LIB3177-016- 


Method 


BLASTX 


NCBI GI 


g2507281 


BLAST score 


348 


E value 


7.0e-33 


Match length 


100 


% identity 


69 


NCBI Description 


GTP-BINDING 




(X97380) at] 


Seq. No. 


161214 


Seq. ID 


LIB3177-016- 


Method 


BLASTX 


NCBI GI 


g4406777 


BLAST score 


233 


E value 


5.0e-20 


Match length 


70 


% identity 


64 



NCBI Description 



(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161215 

LIB3177-016-P1-K1-G5 

BLASTN 

g4584351 

32 

l.Oe-08 



21348 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
89 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

161216 

LIB3177-016-P1-K1-G6 

BLASTX 

gll74592 

238 

5.0e-20 

88 

53 

TUBULIN ALPHA-1 CHAIN >gi__2119270_pir_S60233 alpha-tubulin 
- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

161217 

LIB3177-016-P1-K1-G8 

BLASTX 

g2119846 

142 

9.0e-09 

94 

35 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161218 

LIB3177-016-P1-K1-H2 

BLASTX 

g2760362 

331 

7.0e-31 

119 

60 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 

161219 

LIB3177-016-P1-K1-H3 

BLASTX 

gll73218 

145 

l.Oe-09 

51 

59 

40S RIBOSOMAL PROTEIN S15A >gi_440824 {L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 {AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 



161220 



21349 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-016-P1-K1-H7 

BLASTX 

g4741944 

203 

4.0e-16 

101 

46 

(AF134122) Lhcb2 protein [Arabidopsis thaliana] 
161221 

LIB3177-016-P1-K2-A10 

BLASTN 

g3985952 

431 

0. Oe+00 

443 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

161222 

LIB3177-016-P1-K2-A11 

BLASTN 

g4538949 

52 

2.0e-20 

116 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24G24 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161223 

LIB3177-016-P1-K2-A12 

BLASTN 

g3242700 

208 

l.Oe-113 

254 

98 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161224 

LIB3177-016-P1-K2-A2 

BLASTX 

g3885511 

435 

4.0e-43 

114 

77 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

161225 

LIB3177-016-P1-K2-A3 

BLASTN 

g4581084 



21350 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



249 

l.Oe-138 

393 

99 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

161226 

LIB3177-016-P1-K2-A4 

BLASTX 

g99696 

728 

2.0e-77 

142 

94 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

161227 

LIB3177-016-P1-K2-A5 

BLASTX 

g224159 

556 

3.0e-57 

124 

90 

cytochrome b559 [Spinacia oleracea] 
161228 

LIB3177-016-P1-K2-A7 

BLASTX 

g99771 

557 

2.0e-57 

139 

81 

ubiquitin 81-aa extension protein 1 - Arabidopsis thaliana 
>gi_166934 (J05539) ubiquitin extension protein (UBQ5) 
[Arabidopsis thaliana] 

161229 

LIB3177-016-P1-K2-A9 

BLASTN 

g4584351 

345 

0. Oe+00 

365 

99 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

161230 

LIB3177-016-P1-K2-B1 



21351 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4741954 

695 

2.0e-^- 

131 

100 

(AF134127) Lhcb4. 2 protein [Arabidopsis' thaliana) 
161231 

LIB3177-016-P1-K2-B2 

BLASTN 

g3659491 

326 

0. 0e+00 
344 

99 

Sequence of BAG T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


161232 


Seq, ID 


LIB3177-016-P1-K2-B3 


Method 


BLASTX 


NCBI GI 


g3402716 


BLAST score 


212 


E value 


7.0e-17 


Match length 


112 


% identity 


47 


NCBI Description 


(AC004261) unknown protein [Arabidopsis thaliana] 


Seq. No. 


161233 


Seq. ID 


LIB3177-016-P1-K2-B5 


Method 


BLASTX 


NCBI GI 


gl922964 


BLAST score 


427 


E value 


4.0e-42 


Match length 


97 


% identity 


84 


NCBI Description 


(AC000106) Similar to Schizosaccharomyces CCAAT-binding 




factor (gb_U88525). EST gb_T04310 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


161234 


Seq. ID 


LIB3177-016-P1-K2-B6 


Method 


BLASTX 


NCBI GI 


g4538963 


BLAST score 


683 


E value 


4.06-72 


Match length 


129 


% identity 


76 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



{AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_474 1958_gb_AAD28776 . 1_AF134129_1 
{AF134129) LhcbS protein [Arabidopsis thaliana] 

161235 

LIB3177-016-P1-K2-B7 

BLASTX 

g3461821 



21352 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178 

7.0e-13 

90 

42 

(AC004138) putative nucleoside triphosphatase [Arabidopsi 
thaliana] 

161236 

LIB3177-016-P1-K2-C1 

BLASTN 

g3337347 

127 

2.0e-65 

140 

97 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161237 

LIB3177-016-P1-K2-C10 

BLASTX 

gl35406 

621 

7,0e-65 
118 
. 97 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_997 68_pir_A32712 tubul 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

161238 

LIB3177-016-P1-K2-C12 

BLASTX 

gll6923 

164 

3.0e-ll 

115 

40 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi__55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

161239 

LIB3177-016-P1-K2-C3 

BLASTX 

g2914707 

300 

3.0e-27 

125 

10 

(AC003974) putative disease resistance protein (Cf-2.2) 
[Arabidopsis thaliana] >gi_3298554 {AC004 681) putative 
disease resistance protein [Arabidopsis thaliana] 



Seq. No. 



161240 



21353 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3177-016-P1-K2-C4 

BLASTX 

g2529665 

622 

5.0e-65 

143 

85 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



161241 

LIB3177-016-P1-K2-C5 

BLASTX 

g3953601 

535 

6.0e-55 

112 

96 

(AB008489) response regulator 6 [Arabidopsis thaliana] 
161242 

LIB3177-016-P1-K2-C6 

BLASTX 

g4538963 

205 

l.Oe-16 

42 

90 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

161243 

LIB3177-016-P1-K2-C8 

BLASTX 

g4741966 

199 

2.0e-15 

81 

58 

(AF134133) Lil3 protein [Arabidopsis thaliana] 
161244 

LIB3177-016-P1-K2-C9 

BLASTX 

g2160142 

444 

4 .Oe-44 

89 

100 

(AC000375) Strong similarity to Arabidopsis APR2 
(gb_U56921). [Arabidopsis thaliana] >gi_2738758 (AF016283) 
5*-adenylylsulfate reductase [Arabidopsis thaliana] 

161245 

LIB3177-016-P1-K2-D11 
BLASTX 



21354 



NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3281855 
302 

2.0e-27 

118 

56 

(AL031004) hypothetical protein [Arabidopsis thaliana] 
161246 

LIB3177-016-P1-K2-D12 

BLASTX 

gll7238 

86 

3.0e-54 

136 

88 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754 (X91411) * 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_.GAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana]' 
>gi_4490290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_2287 71_prf 1811226A ccsA gene 

[Euglena gracilis] 

161247 

LIB3177-016-P1-K2-D2 

BLASTX 

g3851636 

474 

l.Oe-47 

120 

72 

(AF098519) 
{AF056316) 



unknown [Avicennia marina] >gi_4 128206 
40S ribosome protein S7 [Avicennia marina] 



161248 

LIB3177-016-P1-K2-D3 

BLASTX 

g2746911 

188 

3.0e-14 

100 

38 

(AF040659) similar to the ATP-binding transport protein 
family [Caenorhabditis elegans] 

161249 

LIB3177-016-P1-K2-D4 

BLASTX 

g2828267 

277 

l.Oe-24 

60 

93 

(Y14044) geranylgeranyl reductase [Arabidopsis thaliana] 



21355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161250 

LIB3177-016-P1-K2-D7 

BLASTX 

g2497281 

87 

2.0e-29 

123 

59 

TRANSLATION INITIATION FACTOR IF-2 
>gi_16517 69_dbj_BAA16696_ (D90900) 
[Synechocystis sp. ] 



initiation factor IF-2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161251 

LIB3177-016-P1-K2-D9 

BLASTX 

g2781354 

559 

l.Oe-57 

109 

97 

{AC003113) F24O1.10 [Arabidopsis thaliana] 
161252 

LIB3177-016-P1-K2-E11 

BLASTX 

g3281855 

275 

2.0e-24 

120 

51 

(AL031004) hypothetical protein [Arabidopsis thaliana] 
161253 

LIB3177-016-P1-K2-E2 

BLASTX 

g4204285 

762 

2.0e-81 

147 

97 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161254 

LIB3177-016-P1-K2-E3 

BLASTX 

gll5767 

724 

6.0e-77 

143 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 



21356 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161255 

LIB3177-016-P1-K2-E4 
BLASTX 
g231683 
495 

4.0e-50 
125 
78 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_einb_CAA7914 4_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 

161256 

LIB3177-016-P1-K2-E5 
BLASTX 
gl546690 
657 

4.0e-69 
138 
95 

(X98803) peroxidase ATP14a [Arabidopsis thaliana] 
161257 

LIB3177-016-P1-K2-E6 
BLASTX 
gll68728 
618 

2.0e-64 
134 
87 

C I NNAMYL- ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

161258 

LIB3177-016-P1-K2-E8 

BLASTX 

g4417281 

168 

4.0e-16 

104 

46 

(AC007019) putative cinnamyl-alcohol dehydrogenase 
[Arabidopsis thaliana] 

161259 

LIB3177-016-P1-K2-E9 
BLASTX 
gl32074 
. 658 , 
3.0e-69 
126 
97 

RIBULOSE BISPHOSPHATE .CARBOXYLASE SMALL CHAIN lA PRECURSOR 



21357 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161260 

LIB3177-016-P1-K2-F1 

BLASTX 

g4583542 

316 

4.0e-29 

127 

57 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161261 

LIB3177-016-P1-K2-F11 

BLASTX 

gl32110 

417 

4.0e-41 

86 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis ~ 

thaliana] 

161262 

LIB3177-016-P1-K2-F12 

BLASTX 

g3128176 

184 

3.0e-14 

66 

45 

(AC004521) unknown protein [Arabidopsis thaliana] 
161263 

LIB3177-016-P1-K2-F2 

BLASTX 

g4741950 

653 

l.Oe-68 

134 

91 

(AF134125) Lhcb2 protein [Arabidopsis thaliana] 
161264 

LIB3177-016-P1-K2-F6 

BLASTX 

g3341685 

655 

8.0e-69 
133 



21358 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



95 

(AC003672) unknown protein [Arabidopsis thaliana] 
161265 

LIB3177-016-P1-K2-F7 

BLASTX 

gll70028 

143 

8.0e-55 

124 

93 

GLUTAMATE-l-SEMIALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-l-SEMIALDEHYDE AMINOTRANSFERASE 1) (GSA-AT 1) 
>gi_454357 (U03773) 

glutainate-l-semialdehyde-2, l-aminomutase [Arabidopsis 
thaliana] 

161266 

LIB3177-016-P1-K2-F8 

BLASTX 

g4741952 

611 

l.Oe-63 

131 

69 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
161267 

LIB3177-016-P1-K2-G10 

BLASTX 

g2507281 

475 

8.0e-4.8 

97 

91 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_einb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 

161268 

LIB3177-016-P1-K2-G2 

BLASTN 

g4406776 

417 

O.Oe+00 

449 

98 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161269 

LIB3177-016-P1-K2-G4 

BLASTN 

g555977 

276 

l.Oe-154 

308 

97 



21359 



NCBI Description 



Arabidopsis thaliana metallothionein-like protein (AtMT-q) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161270 

LIB3177-016-P1-K2-G5 

BLASTN 

g4584351 

229 

l.Oe-126 

362 

92 

Arabidopsis thaliana chromosome II BAG T12H3 genomic 
sequence, complete sequence 

161271 

LIB3177-016-P1-K2-G6 

BLASTX 

g4165488 

468 

5.0e-47 

91 

96 

(AJ132_j399) alpha-tubulin 3 [Hordeum vulgare] 
161272 

LIB3177-016-P1-K2-H1 
*BLASTX 
gl402914 
257 

2.0e-22 

90 

66 

{X98318) peroxidase [Arabidopsis thaliana] 
161273 

LIB3177-016-P1-K2-H2 

BLASTX 

g2760362 

537 . 

5.0e-55 

115 

92 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 

161274 

LIB3177-017-P1-K1-A1 

BLASTX 

gl32110 

346 

l.Oe-32 

111 

65 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 



21360 



(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



161275 

LIB3177-017-P1-K1-A3 

BLASTX 

g2648032 

279 

8.0e-25 

120 

47 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
161276 

LIB3177-017-P1-K1-A4 

BLASTX 

g4206206 

253 

6.0e-22 

109 

50 

{AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

161277 

LIB3177-017-P1-K1-A8 

BLASTX 

gl352664 

223 

3.0e-18 

77 

65 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 

SUBUNIT >gi_2117984_pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi_473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_4204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 

161278 

LIB3177-017-P1-K1-B10 

BLASTN 

g4581161 

90 

4 .Oe-43 

282 

37 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

161279 

LIB3177-017-P1-K1-B2 

BLASTX 

g4741929 

168 



21361 



E value 
Match length 
% identity 
NCBI Description 



7.0e-12 

89 

44 

(AF130253) membrane related protein CPS [Arabidopsis 
thalianal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161280 

LIB3177-017-P1-K1-B3 

BLASTX 

g2499810 

285 

l.Oe-25 

100 

61 

PROFILIN 1 >gi_2981657_pdb_lA0K_ Profilin I From 
Arabidopsis Thaliana >gi_1353763 (U43322) profilin 1 
[Arabidopsis thaliana] >gi_1353770 (U43325) profilin 1 
[Arabidopsis thaliana] >gi_1835878_bbs_17 9026 {S82691) 
profilin isoform 1 [Arabidopsis thaliana, Columbia, 
flowers, Peptide, 131 aa] [Arabidopsis thaliana] 
>gi_3687242 {AC005169) profilin 1 [Arabidopsis thaliana] 

161281 

LIB3177-017-P1-K1-B4 

BLASTX 

g544122 

247 

3.0e-21 

102 

52 

APOCYTOCHROME F PRECURSOR >gi_629599_pir S45661 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 

cytochrome f precursor - turnip chloroplast 

>gi_4 41282_emb_CAA54307_ (X77011) cytochrome f [Brassica 

rapa] 



161282 

LIB3177-017-P1-K1-B6 

BLASTN 

g2351073 

36 

l.Oe-10 

173 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



161283 

LIB3177-017-P1-K1-B9 

BLASTX 

gl651828 

197 

3.0e-15 

100 

48 

(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp. 



21362 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



161284 

LIB3177-017-P1-K1-C10 

BLASTX 

g2281111 

192 

8.0e-15 

71 

54 

(AC002333) endochitinase isolog [Arabidopsis thaliana] 
>gi_2288991 (AC002335) endochitinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161285 

LIB3177-017-P1-K1-C11 

BLASTX 

g4587600 

215 

2.0e-17 

75 

61 

(AC006951) putative translation initiation factor EIF-IA 
[Arabidopsis thaliana] 

161286 

LIB3177-017-P1-K1-C4 

BLASTX 

g3319350 

285 

l.Oe-25 

107 

58 

(AF077407) No definition line found [Arabidopsis thaliana] 
161287 

LIB3177-017-P1-K1-D1 

BLASTX 

g730526 

303 

l.Oe-27 

125 

50 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 04 166_emb_CAA53005_ (X75162) BBCl protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161288 

LIB3177-017-P1-K1-D2 

BLASTX 

gl076385 

278 

l.Oe-24 

111 

55 

protein kinase (EC 2. 



7.1.37) tousled - Arabidopsis thaliana 



>gi_433052 (L23985) protein kinase [Arabidopsis thaliana] 



21363 



Secj . No . 


161289 




oeq. lU 


LIBJ177-01 7-P1-K1-D3 




Method 


BLASTX 




NCBI GI 


gl865683 




BLAST score 


108 




E value 


2 . Oe-09 




Match length 


76 




% identity 


53 




NCBI Description 


{Z83321) plastocyanin 


[Arabidopsis thaliana] 


oecj. NO. 


161290 




beq. iU 


LIB3177-017-P1-K1-D4 




lYiC t-ilUQ 


D T A O "PV 

rsliAb 1 A 




NCBI GI 


gl946362 




BLAST score 


178 




E value 


4 , Oe-13 




Matcfi length 


86 




% Identity 


45 




WLbi Description 


/rTftO'^'ic\ T_ I 

(U93215) photosystem . 


ri reaction center 6,1KD 
1 




[Arabidopsis thaliana. 


Seq. No. 


161291 




oc=q . X u 


LibJl / /-Ul /-P1-K1-D9 




Method 


BLASTX 




NCBI GI 


g4588906 ' 




BLAST score 


220 




E value 


6.0e-18 




Match length 


99 




% identity 


46 





NCBI Description (AF118149) ribosomal protein S7 [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



161292 

LIB3177-017-P1-K1-E2 

BLASTX 

g3334412 

296 

6.0e-27 

120 

57 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-TYPE 
H+-ATPASE 16 KD SUBUNIT) >gi_l 622721 (U16244) V-type 
H+-ATPase 16 kDa subunit [Kalanchoe daigremontiana] 

161293 

LIB3177-017-P1-K1-E3 

BLASTX 

gl363489 

354 

l.Oe-33 

119 

61 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

161294 

LIB3177-017-P1-K1-E4 



21364 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl6374 
491 

l.Oe-49 

140 

69 

{X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

161295 

LIB3177-017-P1-K1-E5 

BLASTX 

g585536 

424 

7.0e-42 

121 

72 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_einb_CAA55786_ {X79194) 
thioglucosidase [Arabidopsis thaliana] 

161296 

LIB3177-017-P1-K1-E6 

BLASTX 

gll69201 

292 

2.0e-26 

123 

54 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 


161297 


Seq. ID 


LIB3177-017-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


419 


E value 


3.0e-41 


Match length 


133 


% identity 


60 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


161298 


Seq. ID 


LIB3177-017-P1-K1-F>10 


Method 


BLASTX 


NCBI GI 


g4741962 


BLAST score 


295 


E value 


7.0e-27 


Match length 


101 


% identity 


35 


NCBI Description 


(AF134131) PsbS protein [Arabidopsis thaliana] 


Seq. No. 


161299 


Seq. ID 


LIB3177-017-P1-K1-F2 



21365 



Method 


BLASTX 


NCBI GI 


gl732570 


oiiAox score 


TOT 
JO / 


E value 


o rti-M "in 

£. . ue-o / 


Match length 


1^4 


^ xaenticy 


DZ 


nudi uescription 


( U /^iDO } 


oecj. IMO . 


1 01 jUU 


beq. lU 


T T Q "3 1 T T 1 


Method 


BLASTX 


NCBI GI 


gl773330 


njjiibi score 


od4 


E value 


o . ue-oD 


Matcn lengtn 


IOC 

l^b 


% identity 


bz 


nudi Description 


( UoUU / 1 } 


oeg. NO. 


1 CI "5 m 
X Di JU i 


beg. lu 


T T O '3 1 "7 n J 

LloJi / /""I 






NCBI GI 


gll5767 


BLAST score 


306 


E val'ue 


7.0e-28 


Match length 


134 


% identity 


53 


NCBI Description 


CHLOROPH^ 



beta-glucosidase [Arabidopsis thaliana] 



-F3 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg, No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180-) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27 54 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_ernb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161302 

LIB3177-017-P1-K1-F6 

BLASTX 

g2129538 

376 

4.0e-36 

145 

54 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

161303 

LIB3177-017-P1-K1-F7 

BLASTX 

g464840 

190 

8.0e-15 

55 

67 

TUBULIN ALPHA-1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 

>gi_2964 94_emb_CAA48927_ (X69183) alpha tubulin [Anemia 

phyllitidis] 



21366 



Seq. No. 

Seq. ID • 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



161304 

LIB31.X7-017-P1-K1-F8 

BLASTX 

g2342727 

192 

l.Oe-14 

95 

51 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
161305 

LIB3177-017-P1-K1-G10 

BLASTN 

g4159709 

44 

l.Oe-15 

175 

80 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 

161306 

LIB3177-017-P1-K1-G2 

BLASTX 

g464849 

283 

2.0e-25 

70 

76 

TUBULIN ALPHA CHAIN >gi_486847_pir_S36232 tubulin alpha 
chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

161307 

LIB3177-017-P1-K1-G3 

BLASTN 

g3599967 

78 

8.0e-36 

346 

81 

Arabidopsis thaliana clp protease (CLP) mRNA, partial cds 
161308 

LIB3177-017-P1-K1-G8 

BLASTX 

g4583542 

219 

7.0e-18 

115 

49 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis .thaliana] 

161309 

LIB3177-017-P1-K1-G9 



21367 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, . No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4056469 

248 

3.0e-21 

113 

52 

{AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

161310 

LIB3177-017-P1-K1-H1 

BLASTN 

g3046853 

65 

' 5.0e-28 
327 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRA19, complete sequence [Arabidopsis thaliana] 

161311 

LIB3177-017-P1-K1-H10 

BLASTN 

g2760168 

81 

l.Oe-37 

232 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 

161312 

LIB3177-017-P1-K1-H12 

BLASTX 

gll70939 

214 

2.0e-17 

72 

62 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

161313 

LIB3177-017-P1-K1-H5 

BLASTX 

g3927825 

282 

3.0e-25 

97 

58 



21368 



NCBI Description 



Seq. No. " 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

161314 

LIB3177-017-P1-K2-A1 

BLASTX 

gl32110 

646 

8.0e-68 

120 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

161315 

LIB3177-017-P1-K2-A2 

BLASTX 

g4689386 

323 

6.0e-30 

86 

72 

(AF1394 68) photosystem I reaction center subunit III [Viana 
radiatal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161316 

LIB3177-017-P1-K2-A3 

BLASTX 

g2648032 

531 

3.0e-54 

139 

72 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
161317 

LIB3177-017-P1-K2-A4 

BLASTX 

g4206206 

720 

2.0e-76 

150 

92 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

161318 

LIB3177-017-P1-K2-A5 

BLASTN 

g4757409 

77 

2.0e-35 



21369 



Match length 178 
% identity 96 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MVC8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161319 

LIB3177-017-P1-K2-A7 

BLASTN 

g2853071 

55 

3.0e-22 

113 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F24J7 



161320 

LIB3177-017-P1-K2-A8 

BLASTX 

gl352664 

471 

3.0e-47 

90 

99 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 
SUBUNIT >gi_2117984_pir_S52660 phosphoprotein phosphatase 
(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi_473259 {U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_4204 94 9 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 

161321 

LIB3177-017-P1-K2-B1 

BLASTX 

g416681 

241 

3.0e-20 

138 

41 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 
>gi_280404_pir_S26198 H+-transporting ATP synthase (EC 
3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

161322 

LIB3177-017-P1-K2-B2 

BLASTN 

g4220643 

181 

3.0e-97 

245 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone- 
MWD22, complete sequence [Arabidopsis thaliana] 



21370 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161323 

LIB3177-017-P1-K2-B3 
BLASTX 
g2499810 
395 

l.Oe-38 
81 

93 - - 

PROFILIN 1 >gi_2981657_pdb_lA0K_ Profilin I From 
Arabidopsis Thaliana >gi_1353763 (U43322) profilin 1 
Arabidopsis thaliana] >gi_1353770 (U43325) profilin 1 
[Arabidopsis thaliana] >gi_1835878_bbs_179026 (S82691) 
profilin isoform 1 [Arabidopsis thaliana, Columbia, 
flowers. Peptide, 131 aa] [Arabidopsis thaliana] 
>gi_3687242 (AC005169) profilin 1 [Arabidopsis thaliana] 

161324 

LIB3177-017-P1-K2-B4 

BLASTX 

gl942179 

609 

2.0e-63 
130 
-92 

Lumen-Side Domain Of Reduced Cytochrome F At -35 Decrees 
Celsius 

161325 

LIB3177-017-P1-K2-B5 

BLASTX 

g4049349 

390 

7.0e-38 

109 

75 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] ^ 

161326 

LIB3177-017-P1-K2-B6 

BLASTN 

g2351073 

103 

l.Oe-50 

353 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 

161327 

LIB3177-017-P1-K2-B8 

BLASTN 

gl800146 

298 

l.Oe-167 

410 

93 



21371 



NCBI Description Arabidopsis thaliana membrane associated protein mRNA, 

complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

■BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161328 

LIB3177-017-P1-K2-B9 

BLASTX 

gl321941 

396 

2.0e-38 

120 

69 

PCC6803] "^^^y^^^^^P^^^^i^e dehydrogenase [Synechocystis 
161329 

LIB3177-017-P1-K2-C1 

BLASTX 

g4741962 

439 

l.Oe-43 

129 

55 

{AF134131) PsbS protein [Arabidopsis thaliana] 
161330 

LIB3177-017-P1-K2-C10 

BLASTX 

g2281111 

470 

4 .Oe-47 

134 

73 

i^^^ooonoo ^^^ochitinase isolog [Arabidopsis thaliana] 
>gi 2288991 (AC002335) endochitinase isolog [Arabidopsis 
thaliana] ^ 

161331 

LIB3177-017-P1-K2-C11 

BLASTX 

g4587600 

258 

7.0e-23 

64 

83 

(AC006951) putative translation initiation factor EIF-IA 
[Arabidopsis thaliana] 

161332 

LIB3177-017-P1-K2-C4 

BLASTX 

g3319350 

770 

3.0e-82 

150 

100 

{AF077407) No definition line found [Arabidopsis thaliana] 



21372 



oeq, wo. 


161333 


Qorr T n 

oeq. lu 


LIB3177-017 


Method 




NCBI GI 


g2924654 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


130 


% identity 


87 


NCBI Description 


Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MHK7, complete sequence [Arabidopsis thaliana] ' 
161334 

LIB3177-017-P1-K2-D1 

BLASTX 

g730526 

748 

9.0e-80 

145 

99 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 
>gi 480787_pir_S37271 ribosomal protein L13 - Arabidopsis 
thaliana >gi_404166_einb_CAA53005 (X75162) BBCl protein 
[Arabidopsis thaliana] 



r61335 

LIB3177 

BLASTX 

g385960 

47 

3.0e-19 

73 

70 

(AF1049 
PF00112 



■017-P1-K2-D12 



19) contains similarity to cysteine proteases (Pfam: 
E=1.3e-79, N=l) [Arabidopsis thaliana] 



Seq. No. 



161336 

LIB3177-017-P1-K2-D2 

BLASTX 

gl076385 

605 

6.0e-63 

114 

100 

protein kinase (EC 2.7.1.37) tousled - Arabidopsis thaliana 
>gi_433052 (L23985) protein kinase [Arabidopsis thaliana] 

161337 

LIB3177-017-P1-K2-D3 

BLASTX 

gl865683 

198 

l.Oe-33 
114 

77 • 

(283321) plastocyanin [Arabidopsis thaliana] 

161338 



21373 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-017-P1-K2-D4 
BLASTX 
gl946362 
420 

3.0e-41 
123 
68 

{U93215) ph'otosystem II reaction center 6.1KD protein 
[Arabidopsis thaliana] 

161339 

LIB3177-017-P1-K2-D8 

BLASTX 

gl350680 

220 

2.0e-18 

64 

69 

60S RIBOSOMAL PROTEIN LI 
161340 

LIB3177-017-P1-K2-D9 

BLASTX 

g3851636 

478 

4 .Oe-48 

123 

72 

(AF098519) unknown [Avicennia marina] >gi 4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

161341 

LIB3177-017-P1-K2-E1 

BLASTX 

gl730674 

174 

2.0e-12 

119 

34 

HYPOTHETICAL 62.7 KD PROTEIN IN SEC12-SSK2 INTERGENIC 
vMn^.n >9^-2132801_pir_S63361 probable membrane protein 
YNR030W - yeast (Saccharomyces cerevisiae) 
>gi_1302525_emb_CAA96310_ (Z71645) ORF YNR030w 
[Saccharomyces cerevisiae] 

161342 

LIB3177-017-P1-K2-E2 

BLASTX 

g3334412 

186 

l.Oe-13 

40 

97 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-TYPE 
H+-ATPASE 16 KD SUBUNIT) >gi_1622721 {U16244) V-type " 
H+-ATPase 16 kDa subunit [Kalanchoe daigremontiana] 



21374 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



161343 

LIB3177-017-P1-K2-E3 

BLASTX 

gl363489 

700 

4 .Oe-74 

128 

100 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb^CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

161344 

LIB3177-017-P1-K2-E4 

BLASTX 

g2119846 

745 

2.0e-79 

142 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_einb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161345* 

LIB3177-017-P1-K2-E5 

BLASTX 

g585536 

740 

9.0e-79 

135 

100 

MYROSINASE PRECURSOR (SINIGRINASE ) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1)'- 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786 (X79194) 
thioglucosidase [Arabidopsis thaliana] 

161346 

LIB3177-017-P1-K2-E7 

BLASTX 

g3193296 

310 

2.0e-28 

107 

55 

(AF069298) similar to pectinesterase [Arabidopsis thaliana] 
161347 

LIB3177-017-P1-K2-E8 

BLASTX 

g2369714 

697 



21375 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-74 

140 

93 

{Z97178) elongation factor 2 [Beta vulgaris] 
161348 

LIB3177-017-PI-K2-F1 

BLASTX 

gll75010 

599 

3.0e-62 

130 

91 

PLASMA MEMBRANE INTRINSIC PROTEIN lA >gi_62 954 0_pir_S4 4082 
plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 



beq. No. 


1d134 9 


Seq. ID 


LIB3177-017-P1-K2-F10 


Method 


O T 7\ C T'Xr 

bLAbiX 




rrA 7/11 O^O 

g*i / H X y 


BLAST score 


539 


E value 


3.0e-55 


naccn lengm 


i Jo 


% identity 


dZ 


wubi uescription 


(AF134131) PsbS protein [Arabidopsis thaliana] 


Seq. No. 


161350 


beq. xu 


LIB3177-017-P1-K2-F2 


lYje unoa 






gi / ozo / u 






E value 


5.0e-73 


Match length 


139 


% identity 


100 


NCBI Description 


(U72153) beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


161351 


Seq. ID 


LIB3177-017-P1-K2-F3 


Method 


BLASTX 


NCBI GI 


gl773330 


BLAST score 


641 


E value 


3.0e-67 


Match length 


144 


% identity 


86 


NCBI Description 


(U80071) glycolate oxidase [Mesembryanthemum crystallinum; 


Seq. No. 


161352 


Seq. ID 


LIB3177-017-P1-K2-F4 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


769 


E value 


3.0e-82 


Match length 


149 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



21376 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
" >gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161353 

LIB3177-017-P1-K2-F6 

BLASTX 

g2129538 

819 

5.0e-88 

156 

97 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161354 

LIB3177-017-P1-K2-F7 

BLASTX 

g267069 

215 

6.0e-18 

40 

95 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



161355 

LIB3177-017-P1-K2-F8 

BLASTX 

g2342727 

465 

l.Oe-46 
- 117 
78 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
161356 

LIB3177-017-P1-K2-G1 

BLASTN 

gl086456 

33 

6.0e-09 

234 

84 

Arabidopsis thaliana Columbia ecotype metallothionein 
(MTla) gene, complete cds 

161357 

LIB3177-017-P1-K2-G10 ' 

BLASTN 

g4159709 

291 



21377 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-163 

323 

98 

Arabidopsis thaliana genomic DNA, 
MLN21, complete sequence 



chromosome 3, PI clone : 



161358 

LIB3177-017-P1-K2-G12 

BLASTX 

g266936 

272 

6.0e-24 

60 

87 

503 RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161359 

LIB3177-017-P1-K2-G2 

BLASTX 

g267069 

113 

3.0e-05 

204 

48 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



161360 

LIB3177-017-P1-K2-G3 

BLASTX 

g3599968 

649 

3.0e-68 

132 

98 

(AF032123) clp protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



161361 

LIB3177-017-P1-K2-G4 

BLASTN 

g2924733 

190 

l.Oe-103 

251 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 

161362 

LIB3177-017-P1-K2-G8 
BLASTX 



PI clone: 



21378 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4583542 
546 

4.0e-56 

141 

84 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
LArabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161363 

LIB3177-017-P1-K2-G9 

BLASTX 

g4324967 

679 

l.Oe-71 

141 

95 

(AF114796) ADP-ribosylation factor [Glycine max] 
161364 

LIB3177-017-P1-K2-H1 

BLASTX 

g450622'3 

257 

4.0e-22 

118 

42 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 
>gi_3618343_dbj_BAA33214_ (AB009398) 26S proteasome subunit 
p40.5 [Homo sapiens] 

161365 

LIB3177-017-P1-K2-H11 

BLASTX 

g2129889 

469 

3.0e-47 

102 

87 

methionine adenosyltransf erase (EC 2.5.1.6) 2 - garden pea 
161366 

LIB3177-017-P1-K2-H3 

BLASTN 

g4544435 

241 

l.Oe-133 

277 

99 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161367 

LIB3177-017-P1-K2-H4 

BLASTX 

g3927825 

554 

5.0e-57 



21379 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
94 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

161368 

LIB3177-017-P1-K2-H9 

BLASTN 

gl764099 

51 

6.0e-20 

79 

91 

Arabidopsis thaliana GDP-D-mannose-4 , 6-dehydratase (MURl) 
mRNA, complete cds 

161369 

LIB3177-018-P1-K1-A1 

BLASTX 

gl66834 

219 

2.0e-18 

66 

68 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

161370 

LIB3177-018-P1-K1-A11 

BLASTX 

gl02278 

325 

3.0e-30 

112 

9 

ubiquitin 14 - slime mold (Dictyostelium discoideum) 
161371 

LIB3177-018-P1-K1-A4 

BLASTX 

g2529665 

428 

3.0e-42 

115 

71 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161372 

LIB3177-018-P1-K1-A8 

BLASTX 

g543841 

197 

2.0e-15 

69 

62 



21380 



NCBI Description 



ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
{M95166) ADP-ribosylation, factor [Arabidopsis thaliana] 
>gi_2275195 {AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribos.ylation factor [Arabidopsis thaliana] 



ocv^ • v*yj » 


1 fil "^7"^ 
±\j ± ^ / J 




LilDji / /-UXo-ri-Ki-Ay 


MeunoQ 


nixAbl A 








97 Q 


E 1 tip 




Match length 


96 


% identity 


61 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis thaliana] 


Seq. No. 


161374 


Seq. ID 


LIB3177-018-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


264 


E value 


3.0e-23 


Match length 


96 


% identity 


61 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161375 

LIB3177-018-P1-K1-B3 

BLASTX 

gl32074 

203 

5,0e-16 

83 

49 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161376 

LIB3177-018-P1-K1-C2 

BLASTX 

g4538963 

320 

l.Oe-29 

112 

59 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_474 1958_gb_AAD2877 6 . 1_AF134 129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

161377 

LIB3177-018-P1-K1-C8 



21381 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g402614 

36 

6.0e-ll 

88 

85 

B.rapa chloroplast mRNA for ribosomal protein L32 
161378 

LIB3177-018-P1-K1-D10 

BLASTX 

gl363489 

255 

6.0e-22 

120 

39 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

161379 

LIB3177-018-P1-K1-D11 

BLASTX 

g224 6621 

184 

6.0e-14 

69 

61 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

161380 

LIB3177-018-P1-K1-E10 

BLASTN 

g4056476 

82 

2.0e-38 

174 

87 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161381 

LIB3177-018-P1-K1-E11 

BLASTN 

g3399678 

33 

3.0e-09 

92 

86 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

161382 

LIB3177-018-P1-K1-E3 

BLASTX 

gll71429 



21382 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



197 

1.6e-15 

69 

62 

(U44028) CKC [Arabidopsis thaliana] 
161383 

LIB3177-018-P1-K1-E6 

BLASTN 

g2191126 

71 

l.Oe-31 

238 

82 

Arabidopsis thaliana BAG IG002N01 
161384 

LIB3177-018-P1-K1-F1 

BLASTX 

g2911085 

328 

l.Oe-30 

95 

72 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1__ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 

161385 

LIB3177-018-P1-K1-F10 

BLASTX 

g2507587 

163 

4.0e-ll 

58 

59 

METALLOTHIONEIN-LIKE PROTEIN 2A {MT-2A) {MT-K}..- (MJ^G) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 

161386 

LIB3177-018-P1-K1-F12 

BLASTX 

g3914740 

155 

2.0e-10 

79 

46 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA1894 1_ 
(D78495) ribosomal protein [Brassica rapa] 

161387 

LIB3177-018-P1-K1-F5 
BLASTX 



21383 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2500378 
175 

9.0e-13 
86 

49 . 

60S RIBOSOMAL PROTEIN L37 
161388 

LIB3177-018-P1-K1-F8 

BLASTX 

gl732570 

257 

3.0e-22 

99 

57 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
161389 

LIB3177-018-P1-K1-F9 

BLASTX 

g3249100 

141 

7.0e-09 
70 

56 . 

(AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27 698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb_H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 

161390 

LIB3177-018-P1-K1-G10 

BLASTX 

g4099408 

186 

3.0e-14 

85 

46 

(U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] ''^'"^ 

161391 

LIB3177-018-P1-K1-H1 

BLASTN 

g4199934 

83 

9.0e-39 

362 

82 

Genomic sequence for Arabidopsis thaliana BAG T3P18, 
complete sequence [Arabidopsis thaliana] 

161392 

LIB3177-018-P1-K1-H10 

BLASTN 

g4757407 

57 

3.0e-23 



21384 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD19, complete sequence 

161393 

LIB3177-018-P1-K1-H12 

BLASTX 

gll70939 

303 

l.Oe-27 

113 

61 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

161394 

LIB3177-018-P1-K1-H3 

BLASTN 

gl 61 92 

45 

2.0e-16 

125 

84 

A. thaliana atslB, ats2B and ats3B gene for 

ribulose-1, 5-biphosphate carboxylase small subunit (rbcS) 

(EC 4.1.1.39) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161395 

LIB3177-018-P1-K1-H4 

BLASTX 

g2809481 

385 

3.0e-37 

122 

46 

(AF042839) calmodulin [Oryza sativa] 
161396 

LIB3177-018-P1-K1-H6 

BLASTN 

g4096078 

71 

7.0e-32 

208 

83 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161397 

LIB3177-018-P1-K2-A1 

BLASTX 

gl66834 



21385 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



780 

2.0e-83 

149 

100 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Sea No. 


161398 


Seq. ID 


LIB3177-018-P1-K2-A2 




BLASTX 


NCBI GI 


gll70203 


BLAST score 


635 


E value 


2.0e-66 


Match length 


129 


St i Hpnt i t V 


98 


NPRT Dp*? r*?" 1 ot* 1 on 


GLnTAMYL-TRNA REDIJCTASE 




VvJVJ— 'r t *t f U X U L- dill y X CrN.L^'^ X' 


•^prr Nn 


161399 


Cprf TO 


I.TR"^! 77-ni R-P1 -K^-A"^ 


Method 


BLASTX 




a44 06759 


BLAST score 


280 


E value 


7.0e-25 


Mrjtph 1 pncrth 


147 




4 4 


MPRT npc^pT 1 "nl" 1 on 


V JAV^ V u o J u ^ iiy L. xic L. X odx j 


O C (-^ • LN • 


161400 




T.TR'^1 77-01 R-Pl -K9-A4 
xixO'w'X / t vxo x^ X rv^ .n*3 


Method 


BLASTX 


NCBI GI 


a3603456 


BLAST score 


422 


E value 


l.Oe-41 


Match length 


90 


% identity 


28 


NCBI Description 


(AF088848) polyubiquitin 


Seq. No. 


161401 


Seq. ID 


LIB3177-018-P1-K2-A8 


Method 


BLASTX 


NCBI GI 


g543841 


BLAST score 


373 


E value 


8 .Oe-36 


Match length 


74 


% identity 


100 


NCBI Description 


ADP-RIBOSYLATION FACTOR : 




ADP-ribosylation factor : 



1 PRECURSOR (GLUTR) >gi_4 54 359 



Seq. No*. 
Seq. ID 
Method 



1 >gi_322518_pir S28875 

1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

161402 

LIB3177-018-P1-K2-A9 
BLASTX 



'21386 



NCBI GI 


g3953473 




7 91 


E value 


X . Uc / D 


^ \% 1 'r*\ ^ 1^ 


X *i D 


IS ioent.iuy 




nudi uescnption 


^riWUU£.0^0^ £^«£W^-XO cxXjXUOpo X o L.na.XXa.naj 


O C • IN (J • 


161403 




T TR'^177-nift-Pl -K'9-RI 
j_ixoox / / uxo irx ox 


Method 


BLASTX 


NCBI GI 


g4490737 


OJ_iraO 1 oL'Ul.C 






O • Uc X J 












/2iT 0'^^70f5\ T^l l'i~3"f"TtTO ?^Vrt*i"Oin rZil^aV^I^ /^T^ OTO ■^VialioT^al 

\riXjUO J / UO / pUUdLXVc pXUUcXil LM.X aXJXUOpo X o LilclXXariaJ 




161404 


• XL/ 


T.TR'^177-mft-P1 -K9-R9 


i\ie unoa 


RT aQTY 
DXtM.O X A 


WPRT 


g xo^ u / *i 


RT.flCIT' c;r'n'r(=» 
oxtno 1 oowxc 


719 
/ x^ 


E value 


2.0e-75 


Match length 


134 


^ xaent.XL.y 




inudx uescnpuion 


DTRriTriQtr RTQOunQDuanni? pflDRnvvT aQtr CMaT i PunTM in DRTTpnRQPiP 

rvXDUXjvJoCi DXoirrlvJOirrlrt,i Ei ^^H,KdUA I Xirt.O Cj OlMriXjXj UnAXlM Xri rKCiL-^UKoUK 




^KUoxoL-U oMAJjij oUdUINI i x/ij -^gi DoUDO pir KrsjyiUAl 




rxDuxose Jjispnospnace carooxyxase \sit\^ fi.x.x.jy; siuaxx cnaxr 




A.X precursor /iraoiaopsis iiriaiiana 




X O X fi U J 


oeq, xu 


T TR'^1 77 — 01 P — PI — 1^9— R'^ 
XiXDjX/ / UXO irX J\Z Dj 


Method 


BLASTX 


NCBI GI 


g2341034 




997 


E value 


o fio — 1 Q 

o . ue xi7 


Mancn xengun 




i 4 /^ /:> -r^i 4- T 4- "t / 

xaenLXuy 


P 1 
O X 


inL/DX uesdription 


^H,k^uuuxufi J rxiJirXj.xj L^rajLjxaopsxs Lnaxxonaj 


o C ■ IN (J • 


X U X 1 \J u 


oeg • X u 


T TR^I 77-nifi-Pl -K'9-Rfi 

XjXDjX / / UXO IrX JA^ DO 


fit; uiiuu 


RT.A<^TW 

OXjAO J. Ix 


NCBI GI 


g4589430 


BLAST score 


121 


VaXUc 


1 Oca — fil 
X . Uc DX 


lYiat-cn xengun 


94 P 


S- T ^ T ^ \ T 

^ xaenL-xuy 


Q4 


Ln^OX U^oOX Xp U XtJil 


rt.X ctiJXUUpo X o UllctXXclIlcl g^IlUlilXO Uvir\f OIlX (JillU QIllc t X CXOIiS • 




rjXiUXfi/ compxeue oequsnce 


Seq. No. 


161407 


Seq. ID 


LIB3177-018-P1-K2-C1 


Method 


BLASTX 


NCBI GI 


gll73187 


BLAST score 


566 


E value 


2.0e-58 



21387 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E - value 

Match length 

% identity 

NCBI Description 



117 
93 

40S RIBOSOMAL PROTEIN S23 (812) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

161408 

LIB3177-018-P1-K2-C2 

BLASTX 

g4538963 

539 

3.0e-55 

135 

62 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6. 1_AF13^! 
{AF134129) Lhcb5 protein [Arabidopsis thaliana] 

161409 

LIB3177-018-P1-K2-C3 
BLASTX 
g3759184 
230 

5.0e-19 
103 
48 

(AB018441) phi-1 [Nicotiana tabacum] 
161410 

LIB3177-018-P1-K2-C8 
BLASTN 
g402614 
79 

l.Oe-36 
186 
83 

B.rapa chloroplast mRNA for ribosomal protein L32 




Seq. No. 161411 

Seq. ID LIB3177-018-P1-K2-D12 

Method BLASTX 

NCBI GI g4056480 

BLAST score 517 

E value l.Oe-52 

Match length 132 

% identity 80 

NCBI Description '(AC005896) putative adenylate kinase [Arabidopsis thaliana] 

Seq. No. 161412 

Seq. ID LIB3177-018-P1-K2-D3 

Method BLASTX 

NCBI GI gl695717 

BLAST score 618 

E value * 2.0e-64 

Match length 122 

% identity 100 



21388 



NCBI Description 



(D89341) luminal binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID . - , 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161413 

LIB3177-018-P1-K2-D4 

BLASTX 

gl363489 

103 

4.0e-54 

138 

86 

thioglucosidase (EC 
thaliana >gi_984052 



3.2.3.1) 3D precursor - Arabidopsis 
emb CAA61592 {X89413) thioglucoside 



glucohydrolase [Arabidopsis thaliana] 
161414 

LIB3177-018-P1-K2-D5 . - . . . . ^ * 

' BLASTX *" ' ■ * ' ''" \ - . - * 

g2246621 
274 

l.Oe-24 

69 

84 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

161415 

LIB3177-018-P1-K2-D6 

BLASTN 

g2351068 

314 

l.Oe-176 

362 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRHIO, complete sequence [Arabidopsis thaliana] 

161416 

LIB3177-018-P1-K2-E1 

BLASTX 

gll72873 

755 

l.Oe-80 

148 

100 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

161417 

LIB3177-018-P1-K2-E10 

BLASTN 

g3399678 

231 

l.Oe-127 

279 

96 



21389 



NCBI Description 



Arabidopsis thaliana chromosome 1 BAG F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
•Method , 
NCBI .GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



161418 

LIB3177-018-P1-K2-E11 

BLASTN 

g2191126 

261 

l.Oe-145 

393 

91 

Arabidopsis thaliana BAC IG002N01 
161419 

LIB3177-018-P1-K2-E12 
' BLASTX 
g3785996 
378 

l.Oe-36 

77 

57 

(AC005499) putative annexin [Arabidopsis thaliana] 
161420 

LIB3177-018-P1-K2-E3 

BLASTX 

gll71429 

743 

4.0e-79 

141 

58 

(U44028) CKC [Arabidopsis thaliana] 
161421 

LIB3177-018-P1-K2-E4 

BLASTX 

g2765081 

152 

4 .Oe-10 

38 

79 

{Y10557) g5bf [Arabidopsis thaliana] 
161422 

LIB3177-018-P1-K2-E7 

BLASTN 

gl6375 

114 

2.0e-57 

150 

94 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 

161423 

LIB3177-018-P1-K2-E8 
BLASTN 



21390 



NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



g2924505 
53 

l.Oe-21 

57 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



161424 

LIB3177-018-P1-K2-F1 

BLASTX 

g2911085 

554 

5.0e-57 

150 . . 

73 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi__3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 
- like [Arabidopsis thaliana] 



Seq. No. 


161425 




Seq. ID 


LIB3177-018-Pl-K2^nO 




Method 


BLASTX 




NCBI GI 


g2500378 




BLAST score 


169 




E value 


9.0e-14 




Match length 


87 




% identity 


56 




NCBI Description 


60S RIBOSOMAL PROTEIN 


L37 


Seq. No. 


161426 




Seq. ID 


LIB3177-018-P1-K2-F12 




Method 


BLASTX 




NCBI GI 


g3914740 




BLAST score 


579 




E value 


7.0e-60 




Match length 


144 




% identity 


81 




NCBI Description 


60S RIBOSOMAL PROTEIN 


L26 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(D78495) ribosomal protein [Brassica rapa] 
161427 

LIB3177-018-P1-K2-F3 

BLASTX 

g2274857 

317 

l.Oe-29 

75 

85 

(AJ0004 69) glutathione peroxidase [Arabidopsis thaliana] 
>gi_3482968_emb_CAA20524 .1_ (AL031369) glutathione 
peroxidase precursor [Arabidopsis thaliana] 

161428 

LIB3177-018-P1-K2-F4 
BLASTX 



21391 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2507587 
294 

2.0e-26 

59 

86 

METALLOTHIONEIN-LIKE PROTEIN 2A (MT-2A) (MT-K) (MT-IG) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi__555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 



O ^ > • 


1614 

^ \J X ri ^ J 






Method 


BLASTX 


NCBI GI 


g2529665 






E value 


ft Ho-Oft 


lYiai-cn xeng un 


y 1 


4 T yjj*\yi-t--t 4-TT 


D y 


viK^Di uescnpL.ion 


\/\^uuzDJo) putacxve rxDosomai protexn L/A [Araoxao] 




Lnaxiana j 




X D X 4 jU 


Seq. ID 


T.TR^I 77-m ft-P1 -K'9-Trft 


Method 


BLASTX 


NCBI GI 


gl732570 


oIjHo i score 


DZ Z 


Hi vaxue 


ft . ue~oD 


tMatcn xengun 








iNL/Di uescriptxon 


(U72153) beta-glucosidase [Arabidopsis thaliana] 




X O X *± O X 


Seq. ID 


T.TR'^ 1 7 7-ni ft-Pl -FC^-FQ 




RT.A^TN 


NCBI GI 


g4757409 


BLAST score 


387 


Hi V d _L Lie 




Match length 


435 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MVC8, complete sequence 


Seq. No. 


161432 


Seq. ID 


LIB3177-018-P1-K2-G1 


Method 


BLASTN 


NCBI GI 


g4757409 


BLAST score 


345 


E value 


O.Oe+00 


Match length 


349 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MVC8, complete sequence 


Seq. No. 


161433 


Seq. ID 


LIB3177-018-P1-K2-G10 



clone: 



clone: 



Method 



BLASTX 



21392 



NCBI GI g4099408 

BLAST score 282 

E value 4 . Oe-25 

Match length 91 

% identity 62 

NCBI Description (U86763) delta-type tonoplast intrinsic protein [Triticum 
aestivum] 

Seq. No. 161434 

Seq. ID LIB3177-018-P1-K2-G12 

Method BLASTX 

NCBI GI gll68748 

BLAST score 669 

E value, 2.0e-70 

Match length 134 

% identity 62 

NCBI Description CALMODULIN-4 >gi_4 79693_pir S35185 calmodulin 4 - 



Arabidopsis thaliana >gi_16223_emb_CAA78057_ (Z12022) 
calmodul in [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




Seq. ID ' 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161435 

LIB3177-018 

BLASTX 

g2119848 

660 

2.0e-69 

124 

99 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K2-G2 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4 5789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



LIB3177-018-P1-K2-G3 ' 

BLASTX 

gl669387 

520 

5.0e-53 

95 

100 

(U41998) actin 2 [Arabidopsis thaliana] 
161437 

LIB3177-018-P1-K2-G4 

BLASTN 

g4589412 

37 

2.0e-ll 

105 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F6N7, complete sequence 



PI clone: 



21393 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161438 

LIB3177-018-P1-K2-G7 

BLASTN 

g3702731 

369 

O.Oe+00 

425 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC19, complete sequence [Arabidopsis thaliana] 



PI clone: 



161439 

LIB3177-018-P1-K2-G8 

BLASTN 

g2583106 

214 

l.Oe-117 

378 

90 

Arabidopsis thali ana chromosome II BAC F4L23 genomic 
sequence,, complete sequence [Arabidopsis thaliana^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161440 

LiB3177-018-Pl-K2-H10 

BLASTN 

g4325340 

79 

2.0e-36 

143 

89 

Arabidopsis thaliana BAC TlJl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161441 

LIB3177-018-P1-K2-H11 

BL,ASTX 

g4204270 

460 . ' 

5.0e-46 

103 

88 

(AC005223) branched-chain alpha-keto acid decarboxylase El 
beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



161442 

LIB3177-018-P1-K2-H12 

BLASTX . 

g2129889 

44 

l.Oe-50 

125 

82 

methionine adenosyltransf erase 
161443 

LIB3177-018-P1-K2-H2 
BLASTX 



(EC 2.5.1.6) 2 - garden pea 



21394 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32102 
186 

4.0e-14 

35 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUB I SCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_eitib_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

n'cbi qi . ^ . 

"BLAST "score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



161444 

LIB3177-018-P1-K2-H3 

BLASTX 

g2529665 

653 

l.Oe-68 

135 

96 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



161445 

LIB3177-018-P1-K2-H4 

BLASTN 

g4757407 

238 

l.Oe-131 

458 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD19, complete sequence 



PI clone: 



161446 

LIB3177-018-P1-K2-H5 

BLASTN 

g4757407 

149 

4 .Oe-78 

305 

94 

Arabidopsis thaliana genomic 
MQD19, complete sequence 



DNA, chromosome 5, PI clone: 



161447 

LIB3177-018-P1-K2-H9 

BLASTX 

g4160280 

234 

8,0e-23 

99 

59 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
161448 

LIB3177-019-P1-K1-A1 



21395 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E* value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gl769905 

450 

7.0e-45 

137 

69 

(X98108) 



23 kDa polypeptide of oxygen-evolving comlex (OEC) 



[Arabidopsis thaliana] 
161449 

LIB3177-019-P1-K1-A12 

BLASTN 

gl66695 

42 

2.0e-14 

170 

81 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) itiRNA, complete cds 

161450 

LIB3177-019-P1-K1-A2 

BtiASTX 

g4049401 

479 

3.0e-48 

130 

73 

(AJ131580) glutathione transferase AtGST 10 [Arabidopsis 
thaliana] 

161451 

LIB3177-019-P1-K1-A3 

BLASTX 

g2583134 

194 

7.0e-15 

78 ■ . ' 

60 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 

161452 

LIB3177-019-P1-K1-A4 

BLASTN 

g4646229 

61 

l.Oe-25 

225 

82 

Arabidopsis thaliana chromosome II BAG F27A10 genomic 
sequence, complete sequence 

161453 

LIB3177-019-P1-K1-A5 

BLASTN 

gll957 



21396 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



97 

2.0e-47 

153 

45 

Rice complete chloroplast genome 
161454 

LIB3177-019-P1-K1-A7 

BLASTX 

g4454036 

415 

l.Oe-40 

132 

61 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

161455 

LIB3177-019-P1-K1-A8 

BLASTX 

gl32090 

454 

3.0e-45 

136 

70 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

{RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

161456 

LIB3177-019-P1-K1-B1 

BLASTX 

gl853966 

328 

l.Oe-30 

10.7 

63 

(D83511) ATMYCl [Arabidopsis thaliana] 
161457 

LIB3177-019-P1-K1-B2 

BLASTX 

g2245079 

192 

l.Oe-14 

101 

43 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
161458 

LIB3177-019-P1-K1-B4 

BLASTX 

g2191129 

228 



21397 



E value 
Match length 
% identity 
NCBI Description 



9.0e-22 

105 

61 

{AF007269) similar to SPFl DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



161459 

LIB3177-019-P1-K1-B7 

BLASTX 

gl709794 

362 

2.0e-34 

119 

62 

26S PROTEASOME REGULATORY SUBUNIT S5A (MULTIUBIQUITIN CHAIN 
BINDING PROTEIN) >gi_1165206 (U33269) MBPl [Arabidopsis 
thaliana] >gi_44 67150_emb_CAB37519_ (AL035540) 
multiubiquitin chain binding protein (MBPl) [Arabidopsis 
thaliana] 

161460 

LIB3177-019-P1-K1-B8 

BLASTX 

g2501356 

268 

l.Oe-23 

84 

64 

TRANSKETOLASE, CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA90427_ (Z50099) transketolase precursor 
[Solanum tuberosum] 

161461 

LIB3177-019-P1-K1-C1 
BLASTX 
g2677828 
384 
. 4.0e-37 
146 
52 

(U93166) cysteine protease [Prunus armeniaca] 
161462 

LIB3177-019-P1-K1-C11 
BLASTX 

gl351272 .. - 
404 

2.0e-39 

130 

65 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U0294 9) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

161463 

LIB3177-019-P1-K1-C12 



21398 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI ,.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4741944 

301 

5.0e-38 

118 

69 

(AF134122) 



Lhcb2 protein [Arabidopsis thaliana] 



161464 

LIB3177-019-P1-K1-C3 

BLASTX 

gl363489 

448 

l.Oe-44 

122 

73 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

161465 

LIB3177-019-P1-K1-C4 

BLASTX 

gll70247 

381 

8.0e-37 

128 

55 

HEVEIN-LIKE PROTEIN PRECURSOR >gi_407248 {U01880) 
pre-hevein-like protein [Arabidopsis thaliana] 

161466 

LIB3177-019-P1-K1-C8 

BLASTN 

g4220510 

55 

5.0e-22 
24 9 
84 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 

161467 

LIB3177-019-P1-K1-D1 

BLASTX 

g4741948 

362 

2.0e-34 

129 

57 

{AF134124) Lhcb2 protein [Arabidopsis thaliana] 
161468 

LIB3177-019-P1-K1-D10 

BLASTX 

g4583542 

201 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method * ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-15 

114 

43 

(Y16847) 16 kDa polypeptide of oxygen-evolving- complex 
[Arabidopsis thaliana] 

161469 

LIB3177-019-Pl-Ki-D12 

BLASTX 

g3250695 

260 

l.Oe-22 

105 

53 

(AL024486) putative protein [Arabidopsis thaliana] 
161470 

LIB3177-019-P1-K1-D3 

BLASTX 

g4538913 

261 

l.Oe-22 

89 

57 

(AL04 9482) putative protein [Arabidopsis thaliana] 
161471 

LIB3177-019-P1-K1-D5 

BLASTX 

g3080442 

256 

4.0e-22 

112 

52 

(AL022605) putative protein [Arabidopsis thaliana] 
161472 

LIB3177-019-P1-K1-D6 

BLASTX 

gl773330 

291 

3.0e-26 

131 

50 

{U80071) glycolate oxidase [Mesembryanthemum crystallinum] 
161473 

LIB3177-019-P1-K1-D8 

BLASTX 

g4741954 

235 

9.0e-20 

87 

60 

{AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 



Seq. No. 



161474 



21400 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-019-P1-K1-E1 

BLASTN 

g4199934 

126 

2.0e-64 

392 

82 

.-Genomic sequence for Arabidopsis thaliana BAG T3P18, 
complete sequence [Arabidopsis thaliana] 

161475 

LIB3177-019-P1-K1-E11 

BLASTX 

g3834325 

446 

2.0e-44 

139 

65 

(AC005679) Strong similarity to gb_AF067141 gamma-glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb_R83955, 
gb_T45062, gb_T22220, gb_AA586207, gb_AI099851 and 
gb_AI00672 come from this gene, [Arabidopsis thaliana] 



Seq. No.. 


161476 


Seq. ID 


LIB3177-019-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4584548 


oLi/ioi score 


"3 Q Q 


E,.. value 


7.0e-32 


Match length 


131 


% identity 


57 


NCBI Description 


{AL049608) putative protein [Arabidopsis thaliana] 


Seq. No. 


161477 


Seq. ID 


LIB3177-019-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g469113 


BLAST score 


126 


E value 


2.0e-64 


Match length 


391 


% identity 


82 


NCBI Description 


A. thaliana (Columbia) Dr4 mRNA 


Seq. No. 


161478 


Seq. ID 


LIB3177-019-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


267 


E value 


2.0e-23 


Match length 


74 


% identity 


72 


NCBI Description 


(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 


Seq. No. 


161479 


Seq. ID 


LIB3177-019-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g466044 



21401 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 

8.0e-09 

90 

36 

HYPOTHETICAL ZINC FINGER PROTEIN ZK686.4 IN CHROMOSOME III 
>gi_630780_pir_S44 909 ZK686,4 protein - Caenorhabditis 
elegans >gi_304346 {L17337) coded for by C. elegans cDNAs 
GenBank:M88869 and T01933; putative [Caenorhabditis 
elegans] 

161480 

LIB3177-019-P1-K1-E6 

BLASTX 

g2576361 

236 

9.0e-20 

91 

51 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 



161481 

•:LIB3177-019-P1-K1-E9 
BLASTX 
g4263525 
366 

6.0e-35 

130 

59 

(AC004 04 4) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

161482 

LIB3177-019-P1-K1-F1 

BLASTX 

gl709825 

190 

2.0e-14 

85 

48 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

161483 

LIB3177-019-P1-K1-F2 

BLASTX 

gll3026 

534 

l.Oe-54 

135 

73 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D • 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 {L08482) 
isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 



21402 



isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^ Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161484 

LIB3177-019-P1-K1-F3 

BLASTX 

g3273743 

320 

l.Oe-29 

108 

61 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

161485 

LIB3177-019-P1-K1-F5 

BLASTX 

gl710780 

290 

4.0e-26 

114 

52 

40S RIBOSOMAL PROTEIN S9 (S7) >g.i_1321917_emb_CAA65433_ 
{X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

161486 

LIB3177-019-P1-K1-F7 

BLASTX 

gll5767 

334 

3.0e-31 

108 

64 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161487 

LIB3177-019-P1-K1-F9 

BLASTN 

g2264318 

58 

5.0e-24 

114 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 

161488' 

LIB3177-019-P1-K1-G1 

BLASTX 

g421826 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



285 

2.0e-25 

85 

67 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_einb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

161489 

LIB3177-019-P1-K1-G11 

BLASTX 

gl946331 

302 

2.0e-27 

124 

53 

(U69155) prohibitin [Arabidopsis thaliana] >gi_4097692 
{U66593) prohibitin 3 [Arabidopsis thaliana] 

161490 

LIB3177-019-P1-K1-G2 

BLASTN 

g4589445 

103 

l.Oe-50 

349 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

161491 

LIB3177-019-P1-K1-G3 

BLASTX 

g4510395 

460 

5.0e-46 

130 

64 

{AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

161492 

LIB3177-019-P1-K1-G4 

BLASTX 

g2827662 

273 

4.0e-24 

107 

50 

(AL021637) Phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

161493 

LIB3177-019-P1-K1-G7 

BLASTX 

g400983 

146 
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E value 
Match length 
% identity 
NCB-I Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 .Oe-09 

111 

39 

505 RIBOSOMAL PROTEIN Lll, CHLOROPLAST PRECURSOR (CLll) 

>gi_279648_pir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_emb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 

161494 

LIB3177-019-P1-K1-G8 

BLASTX 

g2499810 

283 

3.0e-25 

104 

53 

PROFILIN 1 >gi_2981657_pdb_lA0K_ Profilin I From 
Arabidopsis Thaliana >gi_1353763 (U43322) profilin 1 
[Arabidopsis thaliana] >gi_1353770 (U43325) profilin 1 
[Arabidopsis thaliana] >gi_1835878_bbs_17 9026 (S82691) 
profilin isoform 1 [Arabidopsis thaliana, Columbia, 
flowers. Peptide, 131 aa] [Arabidopsis thaliana] 





>gi_3687242 {AC005169) profilin 1 [Arabidopsis thaliana] 


Cd/^ KT/-\ 

oeq . INO . 




oeq . 1 u 


T TTa'51 "7*7 m Q Dl VI r*Q 


\A 4- Vi 

ixie tnoa 


ma CTPv 
dJjAo i A 




rrA i^Q m 
g^ Do ol Uo 


BLAST score 


230 


E value 


5.0e-19 


Match length 


116 


% identity 


53 


NCBI Description 


(AL04 9638) putative protein [Arabidopsis thaliana] 


Seq. No. 


161496 


Seq, ID 


LIB3177-019-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2344892 


BLAST score 


153 


E value 


3.0e-10 


Match length 


72 


% identity 


53 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thaliana] 


Seq. No. 


161497 


Seq. ID 


LIB3177-019-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g730645 


BLAST score 


267 


E value 


2.0e-23 


Match length 


83 


% identity 


65 


NCBI Description 


40S RIBOSOMAL PROTEIN S15 >gi_629556 pir S4 3412 ribosomal 




protein S15 - Arabidopsis thaliana >gi_313152 emb CAA80679 




(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 




>gi_313188_emb_CAA80681 {Z23162) ribosomal protein S15 




[Arabidopsis thaliana] >gi 1903366 gb AAB70449 (AC000104) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb^R29788,gb__ATTS0365 come from this gene. [Arabidopsis 
thaliaha] 

161498 

LIB3177-019-P1-K1-H2 

BLASTN 

g3869067 

81 

2.0e-37 

386 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 

161499 

LIB3177-019-P1-K1-H3 

BLASTX 

g3193313 

272 

6.0e-24 

126 

46 

(AF069299) contains similarity to pectinesterase 
[Arabidopsis thaliana] 

161500 

LIB3177-019-P1-K1-H4 

BLASTN 

g2854069 

150 

9,0e~79 

366 

85 

Arabidopsis thaliana putative histone deacetylase (HD2) 
mRNA, complete cds 

161501 
■LIB3177-019-P1-K1-H7 
BLASTX 
g267070 
434 

5.0e-43 

127 

69 

TUBULIN ALPHA-6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84699) 
TUA6 [Arabidopsis thaliana] >gi_224 4853_emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161502 

LIB3177-019-P1-K1-H9 

BLASTX 

gl27041 

257 

3.0e-22 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq., ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



91 
60 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir ^JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

161503 

LIB3177-019-P1-K2-A1 

BLASTX 

gl769905 

669 

l.Oe-70 

131 

98 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

161504 

LIB3177-019-P1-K2-A10 

BLASTN 

g4646229 

201 

l.Oe-109 

265 

93 

Arabidopsis thaliana chromosome II BAC F27A10 genomic 
sequence, complete sequence 

161505 

LIB3177-019-P1-K2-A11 

BLASTX 

gl335862 

360 

2.0e-34 
83 

77 - 
(U42608) clathrin heavy chain [Glycine max] 

161506 

LIB3177-019-P1-K2-A12 

BLASTX 

g3461828 

235 

9.0e-20 

91 

48 

(AC004138) unknown protein [Arabidopsis thaliana] 
161507 

LIB3177-019-P1-K2-A2 

BLASTX 

g4049401 

598 

2.0e-62 
116 
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% identity 99 

NCBI Description (AJ131580) glutathione transferase AtGST 10 [Arabidopsis 
thaliana] 

161508 

LIB3177-019-P1-K2-A4 
BLASTX 
gl27041 
538 

3.0e-55 
104 
99 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

161509 

LIB3177-019-P1-K2-A5 
BLASTX 
gl31398 
150 

7.0e-10 
60 
55 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 {AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

161510 

LIB3177-019-P1-K2-A7 
BLASTX 
g4454036 
492 

6.0e-50 
93 
97 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

Seq. No. 161511 

Seq. ID LIB3177-019-P1-K2-A8 

Method BLASTX 

NCBI GI gl32090 

BLAST score 625 

E value 2.0e-65 

Match length 117 

% identity 98 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

161512 

LIB3177-019-P1-K2-B10 

BLASTX 

g2191129 

80 

l.Oe-27 

106 

64 

(AF007269) similar to SPFl DNA-binding protein [Arabidopsis 
thaliana] 

161513 

LIB3177-019-P1-K2-B12 

BLASTN 

g4559375 

170 

9.0e-91 

317 

96, 

Arabidopsis thaliana chromosome II BAC FllClO genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161514 

LIB3177-019 

BLASTX 

g2583125 

437 

2.0e-68 

137 

91 

(AC002387) 
thaliana] 



-P1-K2-B3 



putative transketolase precursor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161515 

LIB3177-019-P1-K2-B4 

BLASTN 

gl66695 

74 

l.Oe-33 

102 

96 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 

161516 

LIB3177-019-P1-K2-B5 

BLASTX 

g2660671 

592 

2.0e-61 

116 

99 
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NCBI Description (AC002342) hypothetical protein [Arabidopsis thai 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



lana] 
161517 

LIB3177-019-P1-K2-B7 

BLASTX 

g3047112 

518 

5.0e-53 

102 

98 

(AF058919) No definition line found [Arabidopsis thaliana] 
161518 

LIB3177-019-P1-K2-B8 

BLASTX 

g2245079 

193 

7.0e-15 

66 

61 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
161519 

LIB3177-019-P1-K2^^C3 

BLASTN 

g4220510 

420 

O.Oe+00 



Match length 


440 


% identity 


■ 99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSAII project) 


Seq. No. 


161520 


Seq. ID 


LIB3177-019-P1-K2-C4 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


205 


E value 


3.0e-16 


Match length 


91 


% identity 


55 


NCBI Description 


{AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


161521 


Seq. ID 


LIB3177-019-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


385 


E value 


2.0e-37 


Match length 


97 


% identity 


74 


NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradis 


Seq. No. 


161522 


Seq. ID 


LIB3177-019-P1-K2-C6 


Method 


BLASTX 


NCBI GI 


gl351272 
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BLAST score 4 3 

E value 4%0e-60 

Match length 129 

% identity 93 

NCBI Description TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi 414550 

([J02949) cytosGlic triose phosphate isomerase lArabidopsis 
thaliana] >gi_742408_prf_2009415A triose phosphate 
isomerase [Arabidopsis thaliana] 

Seq. No. 161523 

Seq. ID LIB3177-019-P1-K2-C9 

Method BLASTX 

NCBI GI gl363489 

BLAST score 745 

E value 2.0e-79 

Match length 14 3 

% identity 97 

NCBI Description thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

Seq. No. 161524 

Seq. ID LIB3177-019-P1-K2-D11 

Method BLASTX 

NCBI GI g3080442 

BLAST score 759 

E value 5.0e-81 

Match length 14 6 

% identity 95 

NCBI Description (AL022605) putative protein [Arabidopsis thaliana] 

Seq. No, 161525 

Seq. ID LIB3177-019-P1-K2-D12 

Method BLASTX 

NCBI GI g2501812 

BLAST score 598 

E value 3.0e-62 

Match length 142 

% identity 83 

NCBI Description (U91509) glycolate oxidase [Arabidopsis thaliana] 

Seq. No. 161526 

Seq. ID LIB3177-019-P1-K2-D4 

Method BLASTX 

NCBI GI g4741944 

BLAST score 727 

E value 2.0e-77 

Match length 135 

% identity 99 

NCBI Description (AF134122) Lhcb2 protein [Arabidopsis thaliana] 

Seq. No. 161527 

Seq. ID LIB3177-019-P1-K2-D5 

Method BLASTX 

NCBI GI g4583542 

BLAST score 458 

E value l.Oe-45 



214M 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 
65 

(yi6847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

161528 

LIB3177-019-Pl-K2-b7 

BLASTX 

g4741944 

45 

8.0e-56 

108 

99 

(AF134122) Lhcb2 protein [Arabidopsis thaliana] 
161529 

LIB3177-019-P1-K2-E1 

BLASTN 

g3851706 

57 

3.0e-23 

241 

82 

Arabidopsis thaliana actin depolymerizing factor 1 (ADFl) 
gene, complete cds 

161530 

LIB3177-019-P1-K2-E10 

BLASTX 

g267069 

4 92 

7.0e-50 

92 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161531 

LIB3177-019-P1-K2-E11 
BLASTX 
g466044 
215 

3.0e-17 
65 
57 

HYPOTHETICAL ZINC FINGER PROTEIN ZK686.4 

>gi_630780_pir S44909 ZK686.4 protein - 

elegans >gi_304346 (L17337) coded for by 

GenBank:M88869 and T01933; putative [Caenorhabditis 
elegans] 

161532 

LIB3177-019-P1-K2-E12 

BLASTX 

g2576361 



IN CHROMOSOME III 
Caenorhabditis 
C. elegans cDNAs 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



380 

9.0e-37 

103 

71 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

161533 

LIB3177-019-P1-K2-E2 

BLASTX 

g2129634 

200 

l.Oe-15 

84 

49 

lectin-like protein - Arabidopsis thaliana 
>gi_995619_emb_CAA62665_ (X91259) lectin like protein 
[Arabidopsis thaliana] 

161534 

LIB3177-019-P1-K2-E4 

BLASTN 

g3250673 

276 

l.Ge-154 

453 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 



Seq. No. 


161535 


Seq. ID 


LIB3177-019-P1-K2-E6 


Method 


BLASTX 


NCBI GI 


g3169656 


BLAST score 


553 


E value 


4 .Oe-57 


Match length 


107 


% identity 


97 ' 


NCBI Description 


(AF067141) gamma-glu' 


Seq. No. 


161536 


Seq. ID 


LIB3177-019-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


g629670 


BLAST score 


383 


E value 


6.0e-37 


Match length 


153 


% identity 


46 


NCBI Description 


hypothetical protein 


Seq. No. 


161537 


Seq. ID 


LIB3177-019-P1-K2-E8 


Method 


BLASTX 


NCBI GI 


g4584548 


BLAST score 


678 


E value 


l.Oe-71 


Match length 


141 



tomato 
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% identity 

NCBI Description 



93 

(AL049608) putative protein fArabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161538 

LIB3177-019-P1-K2-E9 

BLASTX 

gl084338- - 

629 

8.0e-66 

122 

98 

drought-induced protein Dr4 - Arabidopsis thaliana 
>gi_4 69114_emb_CAA55323_ {X78586) Dr4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161539 

LIB3177-019-P1-K2-F1 

BLASTX 

g4263525 

309 

l.Oe-28 

84 

74 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana]- 

161540 

LIB3177-019-P1-K2-F11 

BLASTX 

gl710780 

285 

8.0e-26 

75 

72 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321 917_einb_CAA654 33__ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161541 

LIB3177-019-P1-K2-F12 

BLASTX 

g2190554 

286 

l.Oe-25 

120 

44 

(AC001229) Similar to Arabidopsis cytochrome P450 CYP90 
(gb_X87367). [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161542 

LIB3177-019-P1-K2-F2 

BLASTX 

gll5783 

319 

8.0e-30 

63 

95 
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NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161543 

LIB3177-019-P1-K2-F4 

BLASTX 

gll5832 

152 

9.0e-18 

92 

60 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB) (LHCP) >gi_81414_pir_JS0171 chlorophyll a/b-binding 

protein precursor - moss (Physcomitrella patens) >gi_169020 
(M23532) major chlorophyll binding protein [Physcomitrella 

patens] 

161544 

LIB3177-019-P1-K2-F5 

BLASTX 

g2129662 

349 

5.0e-33 

142 

51 

ovule-specific homeotic protein homolog A20 - Arabidopsis 
thaliana >gi_1881536 (U37589) A20 [Arabidopsis thaliana] 

161545 

LIB3177-019-P1-K2-F8 

BLASTX 

gll3026 

747 

l.Oe-79 

145 

94 

ISOCITRATE- LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi_4 4 714 2_prf 1913424A 
isocitrate lyase [Brassica napus] ~ 

161546 

LIB3177-019-P1-K2-G1 

BLASTN 

g2264318 

163 

l.Oe-86 

203 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone: 



21415 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161547 

LIB3177-019-P1-K2-G10 

BLASTX 

g2827662 

389 

9.0e-38 

109 

64 

{AL021637) Phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

161548 

LIB3177-019-P1-K2-G11 

BLASTN 

g3985952 

36 

9.0e-ll 

128 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

161549 

LIB3177-019-P1-K2-G2 

BLASTX 

g400983 

281 

4.0e-25 

105 

63 

50S RIBOSOMAL PROTEIN Lll, CHLOROPLAST PRECURSOR (CLll) 

>gi_279648_pir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_emb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 

161550 

LIB3177-019-P1-K2-G3 

BLASTX 

g2499810 

386 

l.Oe-37 

86 

81 

PROFILIN 1 >gi_2981657_pdb_lA0K_ Profilin I From 
Arabidopsis Thaliana >gi_13537 63 (U43322) profilin 1 
[Arabidopsis thaliana] >gi_1353770 (U43325) profilin 1 
[Arabidopsis thaliana] >gi_1835878_bbs_179026 (S82691) 
profilin isoform 1 [Arabidopsis thaliana, Columbia, 
flowers. Peptide, 131 aa] [Arabidopsis thai iana] 
>gi_3687242 {AC005169) profilin 1 [Arabidopsis thaliana] 

161551 

LIB3177-019-P1-K2-G6 

BLASTX 

gl946331 

493 

4.0e-50 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
82 

(U69155) prohibitin [Arabidopsis thaliana] >gi_4097692 
(U66593) prohibitin 3 [Arabidopsis thaliana] 

161552 

LIB3177-019-P1-K2-G7 

BLASTX 

g421826 

406 

8.0e-40 

117 

67 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

161553 

LIB3177-019-P1-K2-G8 

BLASTX 

g2827561 

172 

2.0e-12 

94 

35 

{AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292809_emb_CAA19799__ (AL031018) putative protein 
[Arabidopsis thaliana] 

161554 

LIB3177-019-P1-K2-G9 

BLASTX 

g4510395 

764 

l.Oe-81 

132 

100 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161555 

LIB3177-019-P1-K2-H1 

BLASTX 

g4586103 

491 

9.0e-50 

122 

86 

(AL049638) putative protein [Arabidopsis thaliana] 
161556 

LIB3177-019-P1-K2-H10 

BLASTN 

g2854069 

355 

O.Oe+00 
371 
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% identity 99 

NCBI Description Arabidopsis thaliana putative histone deacetylase (HD2) 
mRNA, complete cds 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161557 

LIB3177-019-P1-K2-H12 

BLASTX 

g2924520 

80 

l.Oe-13 

65 

71 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

161558 

LIB3177-019-P1-K2-H2 

BLASTX 

g267069 

570 

4.0e-59 

108 

98 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_j5ir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



161559 

LIB3177-0i9-Pl-K2-H5 

BLASTX 

g730645 

472 

2.0e-47 

94 

98 

4 OS RIBOSOMAL PROTEIN S15 
protein S15 - Arabidopsis 
(Z23161) ribosomal protein 
>gi_313188_emb_CAA80681_ ( 
[Arabidopsis thaliana] >gi 
Strong similarity to Oryza 
gb_R29788,gb_ATTS0365 come 
thaliana] 



>gi_629556_pir S43412 ribosomal 

thaliana >gi_313152_emb_CAA8067 9 . 

S15 [Arabidopsis thaliana] 
Z23162) ribosomal protein S15 
1903366_gb_AAB70449_ (AC000104) 
40S ribosomal protein S15. ESTs 
from this gene. [Arabidopsis 



161560 

LIB3177-019-P1-K2-H6 
BLASTX 
gll3026 
196 

l.Oe-15 
53 
77 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) 

>gi__255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL [EC 4.1.3.1} [Brassica 



rape 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 
isocitrate lyase [Brassica napus] 

161561 

LIB3177-019-P1-K2-H8 

BLASTN 

g3869067 

156 

9.0e-83 

156 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 

161562 

LIB3177-019-P1-K2-H9 

BLASTX 

gl213629 

325 

3.0e-30 

119 

55 

{X95991) pectinesterase [Prunus persica] 
161563 

LIB3177-020-P1-K1-A10 

BLASTX 

g3540195 

327 

2.0e-30 

118 

35 

(AC004260) Unknown protein [Arabidopsis thaliana] 
161564 

LIB3177-020-P1-K1-A12 

BLASTX 

gl32074 

382 

7.0e-37 

127 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161565 

LIB3177-020-P1-K1-A2 

BLASTX 

gll72977 

104 

3.0e-20 

70 

62 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
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ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161566 

LIB3177-020-P1-K1-A3 

BLASTX 

g3859112 

189 

2.0e-14 

74 

53 

(AF031607) male sterility MS5 [Arabidopsis thaliana] 
161567 

LIB3177-020-P1-K1-A4 

BLASTN 

gl490552 

187 

l.Oe-101 

299 

91 

Arabidopsis thaliana 



S-adenosylmethionine decarboxylase 



(SAMdc) mRNA, complete cds 
161568 

LIB3177-020-P1-K1-A5 

BLASTX 

g2129629 

274 

3.0e-24 

99 

60 

L-ascorbate peroxidase (EC 1.11.1.11) - Arabidopsis 
thaliana >gi_1332439_emb_CAA66640_ (X98003) ascorbate 
peroxidase [Arabidopsis thaliana] >gi_1523791_emb_CAA66926 
(X98276) L-ascorbate peroxidase [Arabidopsis thaliana] 
>gi_2444019 (U69138) ascorbate peroxidase 3 [Arabidopsis 
thaliana] >gi_2 924 511_emb_CAA177 65 . 1_ (AL022023) 
L-ascorbate peroxidase [Arabidopsis thaliana] 

161569 

LIB3177-020-P1-K1-A6 

BLASTX 

g4741960 

412 

2.0e-40 

113 

71 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
161570 

LIB3177-020-P1-K1-A9 

BLASTX 

gl33729 

264 

3.0e-23 

70 

70 
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NCBI Description CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll >gi_70941 pir R3NT11 
ribosomal protein Sll - common tobacco chloroplast 
>gi_11861_emb_CAA77377_ (Z00044) ribosomal protein Sll 

[Nicotiana tabacum] >gi_225229__prf 1211235BL ribosomal 

protein Sll [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161571 

LIB3177-020-P1-K1-B1 

BLASTX 

g3860258 

219 

8.0e-18 

102 

44 

(AC005824) unknown protein [Arabidopsis thaliana] 
161572 

LIB3177-020-P1-K1-B10 

BLASTX 

gll5767 

285 

l.Oe-25 

106 

55 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161573 

LIB3177-020-P1-K1-B2 

BLASTX 

g3152613 

199 

4.0e-18 

95 

58 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
161574 

LIB3177-020-P1-K1-B3 

BLASTX 

g3608147 

284 

2.0e-25 

112 

61 

(AC005314) putative chloroplast 31 kDa ribonucleoprotein 
precursor [Arabidopsis thaliana] 

161575 

LIB3177-020-P1-K1-B4 

BLASTX 

g3924615 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 

2.0e-09 

123 

31 

(AF069442) hypothetical protein [Arabidopsis thaliana] 



161576 
LIB3177-020 
BLASTX 
g2119848 
343 

2.0e-32 

112 

65 

chlorophyll 
Arabidopsis 
photosystera 
[Arabidopsis 
photosystera 
[Arabidopsis 
photosystem 
[Arabidopsis 



-P1-K1-B5 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4 5789_ {X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



161577 

LIB3177-020-P1-K1-B8 

BLASTN 

g2924651 

58 - 

6.0e-24 

130 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 

161578 

LIB3177-020-P1-K1-C12 

BLASTN 

g4757410 

125 

6.0e-64 

336 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVEll, complete sequence 

161579 

LIB3177-020-P1-K1-C2 

BLASTX 

g4454036 

231 

3.0e-19 

105 

49 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 



161580 
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Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-020-P1-K1-C3 

BLASTX 

g543841 

261 

7.0e-23 

76 

70 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518_pir S28875 

/MQRic^x " Arabidopsis thaliana >gi 166586 

(M95166) ADP-ribosylation factor [Arabidopsis thaliaKa] 
>gi 2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4630747_gb_AAD26597 . 1__AC007236 2 (AC007236) 
ADP-rxbosylation factor [Arabidopsis thaliana] 

161581 

LIB3177-020-P1-K1-C4 

BLASTX 

g2827529 

271 

6.0e-24 

106 

56 

(AL021633) putative protein [Arabidopsis thaliana] 
161582 

LIB3177-020-P1-K1-D1 

BLASTX 

g3702351 

210 

9.0e-17 

109 

50 

(AC005397) putative desiccation protectant protein 
[Arabidopsis thaliana] 

161583 

LIB3177-020-P1-K1-D12 

BLASTX 

g3309082 

411 

3.0e-40 

131 

67 

(AF076251) calcineurin B-like protein 1 [Arabidopsis 
thaliana] 

161584 

LIB3177-020-P1-K1-D3 

BLASTX 

g99696 

503 

5.0e-51 

142 

67 

glutamate— ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



synthetase isoenzyme [Arabidopsis thaliana. Peptide, 4 30 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

161585 

LIB3177-020-P1-K1-E1 

BLASTX 

g3929364 

306 

6.0e-42 

126 

71 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir_S52380 NADH 
dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_666977_enib_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC002986) Match to 
NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana 
ESTs gb_Z27005, gb_T04711, gb_T45078 and gb_Z28689 come 
from this gene. [Arabidopsis thaliana] 

161586 

LIB3177-020-P1-K1-E10 

BLASTX 

g2506443 

217 

2.0e-17 

104 

50 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2 11752 0_pir JQl 285 

glyceraldehyde-3-phosphate dehydrogenase {NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ {X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

161587 

LIB3177-020-P1-K1-E2 

BLASTX 

g3273196 

422 

l.Oe-41 

114 

75 

(AB010915) responce regulatorl [Arabidopsis thaliana] 
>gi_3323583 (AF057282) two-component response regulator 
homolog [Arabidopsis thaliana] >gi_3953597_dbj_BAA34726 

(AB008487) response regulator 4 [Arabidopsis thaliana] ~ 

161588 

LIB3177-020-P1-K1-E4 

BLASTN 

g3873174 

108 
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E value l.Oe-53 
Match length 380 
% identity 82 

NCBI Description Genomic sequence for Arabidopsis thaliana BAG F14N23, 
complete sequence [Arabidopsis thaliana] 

Seq. No. 161589 

Seq. ID LIB3177-020-P1-K1-F1 

Method BLASTX 

NCBI GI g2499327 

BLAST score 268 

E. value 1 ,06-23 

Match length 102 

% identity 59 

NCBI Description NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 
(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir_S52286 NADH 
dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_64 3090__emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

Seq. No. 161590 

Seq. ID LIB3177-020-P1-K1-F12 

Method BLASTX 

NCBI GI gl32074 

BLAST score 128 

E value 8.0e-28 

Match length 110 

% identity 65 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

Seq. No. 161591 

Seq. ID LIB3177-020-P1-K1-F2 

Method BLASTX 

NCBI GI gll5783 

BLAST score 267 

E value 2.0e-23 

Match length 95 

% identity 62 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

Seq. No. 161592 

Seq. ID LIB3177-020-P1-K1-F7 

Method BLASTX 

NCBI GI g2506443 

BLAST score 287 

E value 8.0e-26 

Match length 122 

% identity 54 

NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi__21 17520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_14 02885_emb_CAA66816_ (X98130) 
giyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 

161593 

LIB3177-020-P1-K1-G1 

BLASTX 

gl621268 

178 

5.0e-13 

79 

49 

(Z81012) unknown [Ricinus communis] 
161594 

LIB3177-020-P1-K1-G12 

BLASTN 

g2244991 

38 

6.0e-12 

139 

86 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



161595 

LIB3177-020-P1-K1-G2 

BLASTX 

g3273743 

337 

l.Oe-31 
93 

74 ' 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

161596 

LIB3177-020-P1-K1-G3 

BLASTN 

g4741961 

59 

l.Oe-24 

204 

85 

Arabidopsis thaliana PsbS protein (PsbS) mRNA, complete cds 
161597 

LIB3177-020-P1-K1-G4 

BLASTX 

gl24224 

374 

6.0e-36 
120 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

INITIATION FACTOR 5A-1 (EIF-5A) {EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

161598 

LIB3177-020-P1-K1-G8 

BLASTX 

gl31398 

67 

l.Oe-19 

102 

53 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 4 1_ {X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 {AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and *gb_T45400 
come from this gene. [Arabidopsis 

161599 

LIB3177-020-P1-K1-H1 

BLASTN 

g2656031 

42 

2.0e-14 

245 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161600 

LIB3177-020-P1-K1-H11 

BLASTN 

g4733953 

93 

7.0e-45 

229 

85 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

161601 

LIB3177-020-P1-K1-H4 

BLASTX 

g3169173 

78 

2.8e-01 

94 

34 

(AC004 401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445215 {AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161602 

LIB3177-020-P1-K1-H5 

BLASTX 

gl350930 

312 ' 

l.Oe-28 

111 

63 

4 OS RIBOSOMAL PROTEIN S13 
161603 

LIB3177-020-P1-K1-H7 

BLASTN 

g4371278 

131 

2.0e-67 

295 

86 

Arabidopsis thaliana chromosome II BAG T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161604 

LIB3177-020-P1-K1-H9 - 

BLASTX 

g730449 

273 

4,0e-24 

118 

52 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647_pir S37132 ribosomal protein L13.A - rape 

>gi_398918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

161605 

LIB3177-020-P1-K2-A10 

BLASTN 

g3176694 

224 

l.Oe-123 

417 

83 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161606 

LIB3177-020-P1-K2-A12 

BLASTX 

gl32074 

698 

6.0e-74 

134 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
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Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID Y 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161607 

LIB3177-020-P1-K2-A2 

BLASTX 

gll72977 

623- 

3.0e-65 

126 

98 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

161608 

LIB3177-020-P1-K2-A3 

BLASTX 

g3859116 

464 

2.0e-46 

133 

68 

{AF031609) unknown [Oryza sativa] 
161609 

LIB3177-020-P1-K2-A4 

BLASTN 

gl490552 

213 

l.Oe-116 

249 

97 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

161610 

LIB3177-020-P1-K2-A5 

BLASTX 

g2129629 

238 

l.Oe-20 

48 

98 

L-ascorbate peroxidase (EC 1.11.1.11) - Arabidopsis 
thaliana >gi_13324 39_emb_CAA6664 0_ (X98003) ascorbate 
peroxidase [Arabidopsis thaliana] >gi_15237 91_emb_CAA66926 
(X98276) L-ascorbate peroxidase [Arabidopsis thaliana] 
>gi_2444019 (U69138) ascorbate peroxidase 3 [Arabidopsis 
thaliana] >gi_2924511_emb_CAA17765 . 1_ (AL022023) 
L-ascorbate peroxidase [Arabidopsis thaliana] 

161611 

LIB3177-020-P1-K2-A6 

BLASTX 

g4741960 

561 

8.0e-58 
126 
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86 



Seq. No. 

Seq. ID 
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NCBI GI 
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E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
, Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 



(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
161612 

LIB3177-020-P1-K2-A9 

BLASTX 

gl33729 

312 

l.Oe-28 

88 

75 

CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll >gi_7094 l_pir R3NT11 
ribosomal protein Sll - common tobacco chloroplast 
>gi_118 61_emb_CAA77377_ (200044) ribosomal protein Sll 

[Nicotiana tabacum] >gi_225229_prf 1211235BL ribosomal 

protein Sll [Nicotiana tabacum] 

161613 

LIB3177-020-P1-K2-B1 

BLASTX 

g4581141 

367 

5.0e-35 
104 . 
83 

(AC006919) unknown protein [Arabidopsis thaliana] 
161614 

LIB3177-020-P1-K2-B10 

BLASTX 

gll5767 

338 

5.0e-32 

83 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180} [Arabidopsis thaliana] 

161615 

LIB3177-020-P1-K2-B2 

BLASTN 

g3152602 

156 

l.Oe-82 

242 

100 

Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161616 

LIB3177-020-P1-K2-B3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 
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NCBI Description 
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Match length 

% identity 
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Seq. No. 

Seq. ID 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 
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Match length 

% identity 
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Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3608147 
564 

4.0e-58 

133 

57 

(AC005314) putative chloroplast 31 kDa ribonucleoprotein 
precursor [Arabidopsis thaliana] 

161617 

LIB3177-020-P1-K2-B4 

BLASTX 

g3924615 

279 

9,0e-25 

149 

37 

(AF069442) hypothetical protein [Arabidopsis thaliana] 



161618 
LIB3177-020 
BLASTX 
g2119848 
436 

l.Oe-52 

131 

82 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



-P1-K2-B5 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



161619 

LIB3177-020-P1-K2-B8 

BLASTN 

g2924651 

434 

O.Oe+00 

459 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 

161620 

LIB3177-020-P1-K2-B9 

BLASTN 

g2924651 

238 

l.Oe-131 

330 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161621 

LIB3177-020-P1-K2-C12 

BLASTN 

g:i^55463 

75 

3.0e-34 

179 

85 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161622 

LIB3177-020-P1-K2-C2 

BLASTX 

g4454036 

744 

3.0e-79 

136 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

161623 

LIB3177-020-P1-K2-C3 

BLASTX 

g543841 

639 

6.0e-67 

125 

100 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] - 
>gi__2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

161624 

LIB3177-020-P1-K2-C4 

BLASTX 

g4337210 

547 

3.0e-56 

148 

71 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
161625 

LIB3177-020-P1-K2-D1 

BLASTX 

g3702351 

536 

7.0e-55 

111 

95 

(AC005397) putative desiccation protectant protein 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161626 

LIB3177-020-P1-K2-D4 

BLASTN 

g4757410 

223 

l.Oe-122 

428 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MVEll, complete sequence 

161627 

LIB3177-020-P1-K2-D7 

BLASTN 

g3702315 

62 

l.Oe-26 

99 

89 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161628 

LIB3177-020-P1-K2-E1 

BLASTX 

g3929364 

809 

7.0e-87 

153 

99 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir_S52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 

>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC002986) Match to 

NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana. 

ESTs gb_Z27005, gb_T04711, gb_T45078 and gb_Z28689 come 

from this gene. [Arabidopsis thaliana] 

161629 

LIB3177-020-P1-K2-E10 

BLASTN 

g3873174 

415 

O.Oe+00 

440 

98 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

161630 

LIB3177-020-P1-K2-E2 

BLASTX 

g3273196 

759 

5.0e-81 
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Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 
100 

(AB010915) responce regulatorl [Arabidopsis thaliana] 
>gi_3323583 {AF057282) two -component response regulator 
homolog [Arabidopsis -thaliana] >gi_3953597_dbj_BAA34726 

(AB008487) response regulator 4 [Arabidopsis thaliana] " 

161631 

LIB3177-020-P1-K2-E3 

BLASTX 

g3510256 

210 

l.Oe-16 

81 

47 

(AC005310) unknown protein [Arabidopsis thaliana] 
161632 

LIB3177-020-P1-K2-E4 

BLASTX 

g3309082 

662 

l.Oe-69 

131 

98 

{AF07^6251) 
thaliana] 



calcineurin B-like protein 1 [Arabidopsis 



161633 

LIB3177-020-P1-K2-E5 

BLASTX 

g2506443 

574 

2.0e-59 

153 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phospha^-- dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_14 02885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 

161634 

LIB3177-020-P1-K2-E6 

BLASTN 

g4455168 

134 

3.0e-69 

303 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone FIOMIO 
(ESSAII project) 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161635 

LIB3177-020-P1-K2-E7 

BLASTX 

g4689034 

198 

3.0e-15 

69 

59 

(AJ133751) chloroplast ribosome recycling factor protein 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161636 

LIB3177-020-P1-K2-F1 

BLASTX 

g2499327 

315 

4.0e-29 

113 

58 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_108434 5_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

161637 

LIB3177-020-P1-K2-F12 

BLASTX 

g3212879 

271 

9.0e-26 

108 

65 

(AC004005) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161638 

LIB3177-020-P1-K2-F2 

BLASTX 

gll5783 

689 

8.0e-73 

132 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161639 

LIB3177-020-P1-K2-F3 

BLASTX 

g4262156 

153 

2.0e-43 

144 

66 
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NCBI Description (AC005275) putative component of cytochrome B6-F complex 
[Arabidopsis thaliana] 
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NCBI GI 
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E value 

Match length 

% identity 
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% identity 

NCBI Description 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161640 

LIB3177-020-P1-K2-F6 

BLASTX 

gl071913 

47 

4.0e-12 

108 

42 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 



161641 

LIB3177-020-P1-K2-F7 

BLASTX 

gl66702 

612 

8.0e-64 

151 

81 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

161642 

LIB3177-020-P1-K2-F8 

BLASTX 

g927575 

260 

2.0e-22 

92 

54 

{U12926) alpha galactosidase [Glycine max] 
161643 

LIB3177-020-P1-K2-G1 

BLASTX 

gl621268 

497 

2.0e-50 

131 

70 

(Z81012) unknown [Ricinus communis] 
161644 

LIB3177-020-P1-K2-G10 

BLASTX 

g3024022 

597 

5.0e-62 

134 

84 

INITIATION FACTOR 5A-5 (EIF-5A) {EIF-4D) 

>gi_2225885_dbj_BAA20879_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
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Match length 
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NCBI Description 



161645 

LIB3177-020-P1-K2-G11 

BLASTX 

gl749546 

232 

3.0e-19 

81 

58 

(D89169) similar to Saccharomyces cerevisiae SCD6 protein, 
SWISS-PROT Accession Number P45978 [Schizosaccharomyces 
pombe] 

161646 

LIB3177-020-P1-K2-G2 

BLASTX 

g3273743 

616 

3.0e-64 

118 

99 

{AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

161647 

LIB3177-020-P1-K2-G3 

BLASTX 

g4741962 

330 

9.0e-31 

139 

39 

(AF134131) PsbS protein [Arabidopsis thaliana] 
161648 

LIB3177-020-P1-K2-G4 

BLASTX 

gl32074 

754 

2.0e-80 

137 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161649 

LIB3177-020-P1-K2-G8 

BLASTX 

gl31398 

112 

4.0e-41 
124 " 
77 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72714_pir_F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA3944 1 (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsii thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T046797 gb N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb T45400 
come from this gene. [Arabidopsis ~ 

161650 

LIB3177-020-P1-K2-G9 

BLASTX 

gl31398 

231 

3.0e-19 

73 

66 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir_F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 41 (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 6797 gb N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and' gb T45400 
come from this gene. [Arabidopsis ~ 

161651 

LIB3177-020-P1-K2-H1 

BLASTN 

g2656031 

386 

O.Oe+00 

419 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone- 
MXC20 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161652 

LIB3177-020-P1-K2-H11 

BLASTX 

gl350930 

725 

5.0e-77 

147 

96 



NCBI Description 4 OS RIBOSOMAL PROTEIN S13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161653 

LIB3177-020-P1-K2-H2 

BLASTX 

g2499973 

298 

6.0e-27 

87 

71 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_14 65366__emb_CAA66701__ {X98078) photosystem II 
[Arabidopsis thaliana] 

161654 

LIB3177-020-P1-K2-H4 

BLASTN 

g2244991 

311 

l.Oe-175 

463 

91 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



161655 

LIB3177-020-P1-K2-H6 

BLASTN 

g4733953 

230 

l.Oe-126 

340 

91 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

161656 

LIB3177-020-P1-K2-H7 

BLASTN 

g4371278 

340 

0. Oe+00 

405 

99 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161657 

LIB3177-020-P1-K2-H9 

BLASTX 

g730526 

599 

3.0e-62 

131 

88 

60S RIBOSOMAL PROTEIN LI 3 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404 166_emb_CAA53005_ (X75162) BBCl protein 
[Arabidopsis thaliana] 

161658 

LIB3177-021-P1-K1-A1 

BLASTN 

g2160155 

109 

2.0e-54 . 

269 

84 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

161659 

LIB3177-021-P1-K1-A11 

BLASTX 

g2119846 

363 

9.0e-35 

101 

72 

chlorophyll a/b-binding. protein type I precursor LhblB2 - 
Arabidopsis thaliana' >gi_l 63 64_emb_CAA4 579 0_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161660 

LIB3177-021-P1-K1-A2 

BLASTX 

g4056479 

185 

3.0e-14 

59 

66 

{AC005896) unknown protein [Arabidopsis thaliana] 
161661 

LIB3177-021-P1-K1-A4 

BLASTX 

gll9975 

238 

4.0e-20 

105 

57 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_164 37_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 

161662 

LIB3177-021-P1-K1-A6 

BLASTX 

g2529665 

135 

6.0e-08 
132 
46 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



161663 

LIB3177- 

BLASTX 



021-P1-K1-A7 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5470 
159 

4.0e-ll 

67 

54 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_320554_pir_S284 12 carbonate dehydratase 
(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA46508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

161664 

LIB3177-021-P1-K1-A9 

BLASTN 

g4454022 

39 

l.Oe-12 

186 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 



161665 

LIB3177-021-P1-K1-B2 

BLASTX 

g3122753 

244 

l.Oe-20 
87 

52 . 

60S RIBOSOMAL PROTEIN L44 >gi_224 4 78 9_emb_CAB10211 . 1 
(Z97336) ribosomal protein [Arabidopsis thaliana] 

161666 

LIB3177-021-P1-K1-B3 

BLASTX 

g4490705 

296 

7.0e-27 

119 

55 

{AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] ^ 

161667 

LIB3177-021-P1-K1-B4 

BLASTX 

gll5767 

340 

5.0e-32 

120 

62 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-bindmg protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b bindinq 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161668 

LIB3177-021-P1-K1-B5 
BLASTX 
g2369714 
209 

7.0e-17 
89 
51 

(Z97178) elongation factor 2 [Beta vulgaris] 
161669 

LIB3177-021-P1-K1-B6 
BLASTN 
g2829274 
89 

2.0e-42 
205 
86 

Arabidopsis thaliana nucleoside diphosphate kinase 3 
(ndpk3) mRNA, complete cds 

161670 

LIB3177-021-P1-K1-B7 

BLASTX 

gll5385 

203 

4.0e-16 

67 

67 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161671 

LIB3177-021-P1-K1-C11 

BLASTN 

g4757414 

80 

4.0e-37 

312 

81 

^^toi'^'^^^''^ thaliana genomic DNA, chromosome 3, PI clone- 
MYF24, complete sequence 

161672 

LIB3177-021-P1-K1-C12 

BLASTN 

g2980757 

41 

7.0e-14 

153 

82 

Arabidopsis thaliana DNA chromosome A, BAC clone F6I18 
(ESSAII project) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161673 

LIB3177-021-P1-K1-C3 

BLASTX 

gll5385 

335 

2.0e-31 

93 

74 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161674 

LIB3177-021-P1-K1-C4 

BLASTX 

gl32110 

308 

2.0e-28 

101 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir_RKMUB3 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_eiTib CAA32702 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] ^ 

161675 

LIB3177-021-P1-K1-C5 

BLASTN 

g3249094 

53 

6.0e-21 

147 

88 

Arabidopsis thaliana chromosome 1 BAC T12M4 sequence, 
complete sequence [Arabidopsis thaliana] 

161676 

LIB3177-021-P1-K1-C6 

BLASTN 

g4589445 

61 

l.Oe-25 

336 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- ' 
MWL2, complete sequence 

161677 

LIB3177-021-P1-K1-C7 

BLASTX 

gl706772 

357 

4.0e-34 
104 
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% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

FARNESYL-DIPHOSPHATE FARNESYLTRANSFERASE (SQUALENE 
SYNTHETASE) (SQS) (SS) (FPPrFPP FARNESYLTRANSFERASE) 

>gi_1076324_pir S54251 farnesyl-diphosphate 

farnesyltransferase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi__798820_emb_CAA60385_ (X86692) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] 
>gi^806325^dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA18843.1_ {AL023094) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi 4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 

161678 

LIB3177-021-P1-K1-D1 

BLASTN 

g2924733 

33 

6.0e-09 

41 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis, ^thaliana] 

161679 

LIB3177-021-P1-K1-D2 

BLASTX 

g4589962 

264 

4.0e-23 

85 

68 

{ACg07169) putative fructokinase [Arabidopsis thaliana] 
161680 

LIB3177-021-P1-K1-D3 

BLASTX 

g2262164 

191 

l.Oe-14 

85 

49 

{AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 

161681 

LIB3177-021-P1-K1-D4 

BLASTX 

g3193287 

294 

l.Oe-26 

110 

54 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB: AC002330) [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161682 

LIB3177-021-P1-K1-D5 
BLASTX 
g3834325 
284 

2.0e-25 
110 

52 

{AC005679) Strong similarity to gb_AF067141 gamma -glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb R83955 
gb_T45062, gb_T22220, gb_AA586207, gb_AI099851 and 
gb_AI00672 come from this gene. [Arabidopsis thaliana] 

161683 

LIB3177-021-P1-K1-D8 

BLASTX 

gll5385 

393 

3.0e-38 

123 

68 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161684 

LIB3177-021-P1-K1-E1 

BLASTX 

g4678262 

269 

l.Oe-23 

105 

69 

(AL049657) argininosuccinate synthase-like protein 
[Arabidopsis thaliana] 

161685 

LIB3177-021-P1-K1-E10 

BLASTN 

g4519195 

73 

8.0e-33 

329 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone- 
MQC12, complete sequence 

161686 

LIB3177-021-P1-K1-E12 

BLASTX 

g2244750 

317 

3.0e-29 

111 

60 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
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[Arabidopsis thaliana] 



Seq. No. 


161687 


Seq. ID 


LIB3177-I 
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Seq. No. 


161688 


Seq. ID 


LIB3177-( 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


174 


E value 


5.0e-13 


Match length 


61 


% identity 


64 



NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

161689 

LIB3177-021-P1-K1-E4 

BLASTX 

g2052379 

174 

l.Oe-12 

100 

43 

(U66343) calreticulin [Arabidopsis thaliana] 
161690 

LIB3177-021-P1-K1-E5 

BLASTX 

g2497886 

239 

4.0e-20 

66 

68 

METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999_pir_S57862 metallothionein 2b - Arabidopsis 
thaliana >gi^l086463 (U11256) metallothionein [Arabidopsis 
thalxana] 

161691 

LIB3177-021-P1-K1-E7 

BLASTN 

g4220640 

49 

2.0e-18 

170 

81 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPEll, complete sequence [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161692 

LIB3177-021-P1-K1-E8 
BLASTX 
g461550 
232 

3.0e-19 
124 
49 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 
>gi_81635_pir_B39732 H+-transporting ATP synthase (EC 
3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

161693 

LIB3177-021-P1-K1-E9 

BLASTX 

g3236476 

145 

4.0e-09 

73 

51 

(AF071195) 26S protease regulatory subunit [Gossypium 
hirsutum] 

161694 

LIB3177-021-P1-K1-F1 

BLASTN 

g2264311 

80 

5.0e-37 

288 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLNl, complete sequence [Arabidopsis thaliana] 

161695 

LIB3177-021-P1-K1-F10 

BLASTX 

g2088654 

256 

3.0e-22 

108 

55 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

161696 

LIB3177-021-P1-K1-F4 

BLASTN 

g2618601 

64 

l.Oe-27 

208 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161697 

LIB3177-021-P1-K1-F7 
BLASTX 
g3582341 
176 

8.0e-13 
108 
41 

{AC0054 96) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

161698 

LIB3177-021-P1-K1-G1 
BLASTX 
g4510395 
258 

2.0e-22 
124 
53 

{AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

161699 

LIB3177-021-P1-K1-G3 

BLASTX^.,. 

g4049349 

181 

3.0e-13 

108 

40 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

161700 

LIB3177-.021-P1-K1-G5 

BLASTX 

gll5767 

298 

3.0e-27* 

88 

69 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-bindmg protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ {X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b bindinq 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161701 

LIB3177-021-P1-K1-G8 

BLASTN 

g3849811 

42 

3.0e-14 
327 
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% identity 81 

NCBI Description Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161702 

LIB3177-021-P1-K1-H10 

BLASTN 

g2252848 

68 

8.0e-30 

356 

81 

Arabidopsis thaliana BAC TM018A10 



161703 

LIB3177-021-P1-K1-H12 
BLASTX 
gl32102 
316 

4.0e-29 
111 
61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SOBUNIT 2B) >gi_68061_pir RKMUB2 ^^"""^^^^^^ . 
ribulose-bisphosphate carboxylase (EC 4.T71.39) small chain 
?vi?n??''^''5 : ^^^^idopsis thaliana >gi 16194 emb CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] ^ 

161704 

LIB3177-021-P1-K1-H4 

BLASTX 

g2499811 

169 

4.0e-12 

56 

55 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana >gx_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] ^ 

161705 

LIB3177-021-P1-K1-H5 

BLASTX 

g2864615 

177 

8.0e-13 

58 

57 

(AL021811) putative protein [Arabidopsis thaliana] 
161706 

LIB3177-021-P1-K1-H6 

BLASTX 

g2996158 

165 

2.0e-ll 
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Match length 4 4 

% identity 66 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GASA5-like protein [Picea mariana] >gi 2996160 
{AF051754) GASA5-like protein [Picea mariana] 

161707 

LIB3177-021-P1-K1-H7 
BLASTX - 
gl32102 
146 

S.Ce-lO 
55 
64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 '^^'^''"^^^^ 
ribulose-bisphosphate carboxylase (EC 4.171.39) small chain 
Tvi^^^^^^^'f 7 Arabidopsis thaliana >gi_16194 emb CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
tnaiianaj ^ 

161708 

LIB3177-021-P1-K1-H9 

BLASTX 

gl32102 

396 

2.0e-38 

114 

70 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO -SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 ^""^^^^^^^ 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

^vi/^^?^''^''^ 7 ^^^^i^oPsis thaliana >gi_16194 emb CAA32701 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis " 

tnaliana] 

161709 

LIB3177-021-P1-K2-A1 

BLASTX 

g2160158 

420 

2.0e-41 

130 
65 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564, gb_T4594 0, gb T04527 come 
from this gene. [Arabidopsis thaliana] 

161710 

LIB3177-021-P1-K2-A11 

BLASTX 

g2119846 

668 

2.0e-70 

130 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I ^ 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161711 

LIB3177-021-P1-K2-A12 

BLASTX 

g82040 

461 

3.0e-46 

103 

23 

ubiquitin precursor - flax (fragment) >gi_168304 (M57895) 
ubiquitin [Linum usitatissimum] 

161712 

LIB3177-021-P1-K2-A2 

BLASTN 

g4056476 

90 

5.0e-43 

231 

94 

Arabidopsis thaliana chromosome II BAG F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161713 

LIB3177-021-P1-K2-A3 

BLASTX 

gl419090 

45 

5,0e-18 • 

102 

55 

{X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

161714 

LIB3177-021-P1-K2-A4 

BLASTX 

gll9975 

539 

3.0e-55 

128 

88 

FERREDOXIN PRECURSOR >gi_99692_pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ {X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161715 

LIB3177-021-P1-K2-A6 

BLASTX 

gl350768 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 

2.0e-43 

121 

86 

60S RIBOSOMAL PROTEIN L7A 
161716 

LIB3177-021-P1-K2-A7 

BLASTX 

gll5470 

330 

8.0e-31 

66 

95 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_1434 3_einb_CAA4 6508_ {X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

161717 

LIB3177-021-P1-K2-A8 
BLASTN 

g2914688 ^- 
54 

6.0e-22 

106 

92 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161718 

LIB3177-021-P1-K2-A9 

BLASTX 

g4454036 

479 

3.0e-48 
89 
100 

{AL035394) 
thaliana] 



putative major latex protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161719 

LIB3177-021-P1-K2-B1 

BLASTX 

gl781348 

159 

l.Oe-10 

59 

63 

(Y10380) homologous to plastidic aldolases [Solanuin 
tuberosum] 

161720 

LIB3177-021-P1-K2-B2 

BLASTX 

g3122753 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



457 

l.Oe-45 

87 

98 

60S RIBOSOMAL PROTEIN L44 >gi_224 4789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161721 

LIB3177-021-P1-K2-B3 

BLASTN 

g4490701 

45 

l.Oe-16 

65 

94 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone T24A18 



161722 

LIB3177-021-P1-K2-B7 

BLASTX 

gll5385 

284 

4.0e-34 

81 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161723 

LIB3177-021-P1-K2-C1 

BLASTN 

g2760165 

144 

4.0e-75 

439 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

161724 

LIB3177-021-P1-K2-C12 

BLASTX 

g2980781 

291 

2.0e-26 

65 

88 

(AL022198) putative protein [Arabidopsis thaliana] 
161725 

LIB3177-021-P1-K2-C3 

BLASTX 

gll5385 

568 

l.Oe-58 



21453 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161726 

LIB3177-021-P1-K2-C7 

BLASTX 

gl706772 

380 

4.0e-40 

134 

70 

FARNESYL- DIPHOSPHATE FARNESYLTRANSFERASE (SQUALENE 
SYNTHETASE) (SQS) (SS) (FPP:FPP FARNESYLTRANSFERASE) 

>gi_107 6324_pir S54251 f arnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_798820_emb_CAA60385_ (X86692) f arnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] 
>gi 806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA1884 3.1_ (AL023094) f arnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 

161727 

LIB3177-021-P1-K2-D1 

BLASTX 

g2677828 

406 

l.Oe-39 

121 

65 

(U93166) cysteine protease [Prunus armeniaca] 
161728 

LIB3177-021-P1-K2-D2 

BLASTX 

g4589962 

432 

8.0e-43 
88 

98 . . ^ 

{AC007169) putative fructokinase [Arabidopsis thalxana] 



161729 

LIB3177-021-P1-K2-D5 

BLASTX 

g2497886 

284 

2.0e-25 

53 

96 

METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 
>gi_1361999_pir S57862 metallothionein 2b 



- Arabidopsis 
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thaliana >gi_1086463 (011256) metallothionein [Arabidopsis 
thaliana] 

161730 

LIB3177-021-P1-K2-E1 
BLASTN 
g4678258 
142 

5.0e-74 
399 

NCBl'oescription Arabidopsis thaliana DNA chromosome 4, SAC clone F6I7 

{ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI' GI 
BLAST score 
E value 
Match length 



161731 

LIB3177-021-P1-K2-E12 

BLASTX 

g2244750 

420 

3.0e-41 
112 

73 ■ T 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi 3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

161732 

LIB3177-021-P1-K2-E2 

BLASTX 

g461550 

150 

7.0e-10 

85 

42 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

161733 

LIB3177-021-P1-K2-E4 

BLASTX 

g2052379 

458 

9.0e-46 

126 . . 
73 

(U66343) calreticulin [Arabidopsis thaliana] 
161734 

LIB3177-021-P1-K2-E5 

BLASTN 

gl086462 

45 

8.0e-17 
53 
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% identity yb • 

NCBI Description Arabidopsis thaliana Columbia ecotype metallothionein 
(MT2b) gene, complete cds 

Seq. No. 161735 

Seq. ID LIB3177-021-P1-K2-E.6 

Method BLASTN 

NCBI GI g2244991 

BLAST score 60 

E value 2.0e-25 

Match length 99 

% identity 90 

NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161736 

LIB3177-021-P1-K2-E8 

BLASTX 

g3510256 

182 

2.0e-13 

71 

45 

(AC005310) unknown protein [Arabidopsis thaliana] 



161737 

LIB3177-021-P1-K2-E9 

BLASTN 

g2264311 

306 

l.Oe-172 

347 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLNl, complete sequence [Arabidopsis thaliana] 



PI clone 



161738 

LIB3177-021-P1-K2-F10 

BLASTX 

g2088654 

625 

2.0e-65 

141 

91 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

161739 

LIB3177-021-P1-K2-F12 

BLASTX 

gl703108 

639 

5.0e-67 

119 

99 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir_S68107 actin 7 - Arabidopsis 
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thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi__1943863 (027811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161740 

LIB3177-021-P1-K2-F2 

BLASTX 

g2654122 

208 

2.0e-16 

90 

53 

(AF034 694) ribosomal protein L23a [Arabidopsis thaliana] 
161741 

LIB3177-021-P1-K2-F7 

BLASTN 

g2264316 

92 

4.0e-44 

428 

35 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MROll, complete sequence [Arabidopsis thaliana] 

161742 

LIB3177-021-P1-K2-F9 

BLASTN 

g4510392 

33 

4.0e-09 

84 

85 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

161743 

LIB3177-021-P1-K2-G1 

BLASTX 

g4510395 

613 

6.0e-64 

136 

92 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

161744 

LIB3177-021-P1-K2-G2 

BLASTX 

g2911060 

164 

3.0e-ll 

136 

22 

(AL021961) putative protein [Arabidopsis thaliana] 

>gi 3297826 emb CAA19884.1_ (AL031032) putative protein 
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[Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 
Method 
.NCBI .GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



161745 

LIB3177-021-P1-K2-G5 

BLASTX 

gl6374 

425 

6.0e-42 

88 

93 

{X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161746 

LIB3177-021-P1-K2-G7 

BLASTX 

g231660 

148 

2.0e-09 

132 

39 

HYPOTHETICAL 226 KD PROTEIN (ORE 1901) 
161747 

LIB3177-021-P1-K2-G8 
BLASTN 
- g3849811 
199 

l.Oe-108 
281 

' 98 

Arabidopsis thaiiana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161748 

LIB3177-021-P1-K2-H10 

BLASTN 

g2252848 

255 

l.Oe-141 

437 

99 

Arabidopsis thaiiana BAC TM018A10 
161749 

LIB3177-021-P1-K2-H12 

BLASTX 

gl32102 

544 

6.0e-56 

113 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaiiana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
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thaiiana] 



Seq. No. 161750 

Seq. ID LIB3177-021-P1-K2-H2 

Method BLASTX 

NCBI GI g2499973 

BLAST score 407 

E value 9.0e-40 

Match length 102 

% identity 80 

NCBI Description PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 

>gi_14 65366_emb_CAA66701_ {X98078) photosystem II 
[Arabidopsis thaiiana] 

Seq. No. 161751 

Seq.* ID LIB3177-021-P1-K2-H4 

Method BLASTX 

NCBI GI g2499811 

BLAST score 616 

E value 3.0e-64 

Match length 121 

% identity 96 ^.^.or.^.^- 

NCBI Description PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 

thaiiana] >gi_1353772 {U43326) profilin 2 [Arabidopsis 

thaiiana] 



Seq. No. 161752 

Seq. ID LIB3177-021-P1-K2-H5 

Method BLASTX 

NCBI GI g2864615 

BLAST score 265 

E value 4.0e-23 

Match length 71 

% identity 76 ^ . . n ■ i 

NCBI Description (AL021811) putative protein [Arabidopsis thaiiana] 

Seq. No. 161753 

Seq. ID LIB3177-021-P1-K2-H6 

Method BLASTX 

NCBI GI g2982285 

BLAST score 352 

E value 3.Qe-33 

Match length 69 

% identity 80 . . 

NCBI Description (AF051227) GASA5-like protein [Picea mariana] 

Seq. No. 161754 

Seq. ID LIB3177-021-P1-K2-H7 

Method BLASTX 

NCBI GI gl32102 

BLAST score 699 

E value 5.0e-74 

Match length 134 

NCB?Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



21459 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value"* 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



B2 precursor - Arabidopsis thaliana >gi__16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

161755 

LIB3177-021-P1-K2-H9 

BLASTX 

gl32102 

628 

9.0e-66 

121 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

161756 

LIB3177-022-P1-K2-A1 

BLASTX 

gll7238 

4 51 

5.0e-45 

129 

76 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi 81656 pir S12785 protein ch-42 precursor, chloroplast 
- AlabidopsisThaliana >gi_1020100_erab_CAA62754_ (X91411) 
protoporphyrin- IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi 4490290 erab_CAB38561 . 1_ (X51799) chloroplast protein 
[Arabidopsis thaliana] >gi_22877 l_prf_1811226A ccsA gene 
[Euglena gracilis] 

161757 

LIB3177-022-P1-K2-A2 

BLASTN 

g4757662 

79 

2.0e-36 

277 

87 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161758 

LIB3177-022-P1-K2-A4 

BLASTX 

g3212869 

436 

3.0e-43 

94 

85 
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NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161759 

LIB3177-022-P1-K2-A5 

BLASTX 

g3688162 

630 

7.0e-66 

124 

66 

{AJ009672) centrin [Arabidopsis thaliana] 
161760 

LIB3177-022-P1-K2-A6 

BLASTX 

g2443887 

234 

l.Oe-19 

104 

49 

(AC002294) Similar to transcription factor 

gb Z4 6606 1658307 and others [Arabidopsis thaliana] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161761 

LIB3177-022-P1-K2-A7 

BLASTX 

g2119846 

54 0 ~ 

2.0e-55 

123 

85 

chlorophyll a/b-binding protein type I precursor LhblB2 
Arabidopsis thaliana >gi_16364_einb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosyst€ 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161762 

LIB3177-022-P1-K2-A8 

BLASTX 

g2829899 

291 

3.0e-26 

94 

60 

{AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp~X91961_1107495 [Arabidopsis thaliana] 

161763 

LIB3177-022-P1-K2-B3 

BLASTX 

g2506443 

407 

7.0e-40 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 

72 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520 j)ir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_einb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

161764 

LIB3177-022-P1-K2-B8 

BLASTN 

g2852453 

81 

l.Oe-37 

121 

92 

Arabidopsis thaliana gene for cystathionine gamma- synthase, 
complete cds 

161765 

LIB3177-022-P1-K2-C1 

BLASTN 

g2760165 

114 

3.0e-57 
437 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PI clone: 



161766 

LIB3177-022-P1-K2-C11 

BLASTX 

g99696 

178 

3.0e-52 

139 

78 

glutamate— ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 {S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

161767 

LIB3177-022-P1-K2-C12 

BLASTN 

g4079614 

209 

l,0e-114 

371 

89 



21462 



NCBI Description Arabidopsis thaliana chromosome I BAG F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



161768 

LIB3177-022-P1-K2-C3 

BLASTX 

g3859599 

440 

l.Oe-43 

105 

76 

(AF104919) similar to class I chitinases (Pfam: 
E=1.2e-142/ N^l) [Arabidopsis thaliana] 



PF00182, 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



161769 

LIB3177-022-P1-K2-G4 

BLASTX 

gll70895 

697 

9.0e-74 
150 
8 9 

MALATE DEHYDROGENASE (NADP) , GHLOROPLAST PREGURSOR 
(NADP-MDH) >gi_725262 (L40958) NADP-malate dehydrogenase 
[Flaveria bidentis] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



161770 

LIB3177-022-P1-K2-G5 

BLASTX 

g481223 

192 

7.0e-15 

86 

52 

malate dehydrogenase (NADP+) (EG 1,1.1.82) 



- garden pea 



161771 

LIB3177-022-P1-K2-G6 

BLASTX 

g493224 

53 

2.0e-17 

119 

42 

(D14581) fatty-acid desaturase [Anabaena variabilis] 
161772 

LIB3177-022-P1-K2-G9 

BLASTX 

g586339 

150 

l.Oe-09 

67 

42 

PEROXISOMAL-GOENZYME A SYNTHETASE >gi_626794_pir S46098 

probable AMP-binding protein - yeast (Saccharomyces 
cerevisiaej. >gi_536615_emb_GAA85185_ {Z36091) ORF YBR222c 
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[Saccharomyces cerevisiae] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161773 

LIB3177-022-P1-K2-D1 

BLASTN 

g2924733 

35 

3.0e-10 

115 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



161774 

LIB3177-022-P1-K2-D10 
BLASTN 
g469113 
173 

2.0e-92 
332 
88 

A. thaliana (Columbia) Dr4 mRNA 
161775 

LIB3177-022-P1-K2-D3 
BLASTX 
g99696 
555 

3.0e-57 
118 
86 

glutamate — ammonia ligase (EC 6.3, 
chloroplast (clone lambdaAtgsll ) - 

>gi_240070_bbs_69728 (869727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

161776 

LIB3177-022-P1-K2-D4 
BLASTN 
g3688798 
246 

l.Oe-136 
293 

..^^^^ 96 . o 

NCBI Description Arabidopsis thaliana gamma tonoplast intrinsic protein 2 

(TIP2) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



.1.2) precursor, 
Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 


161777 


Seq. ID 


LIB3177- 


Method 


BLASTX 


NCBI GI 


g2642215 


BLAST score 


332 


E value 


6.0e-31 


Match length 


79 


% identity 


78 
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NCBI Description 



(AF030386) NOI protein [Arabidopsis thaliana] 



Seq. No. 


161778 


Seq. ID 


LIB3177-022-P1-K2-E1 


Method 


BLASTX 


NCBI GI 


gl389699 


BLAST score 


139 


E value 


2.0e-16 


Match length 


81 


% identity 


59 


NCBI Description 


{U38845) nitrilase 1 


Seq. No. 


161779 


Seq. ID 


LIB3177-022-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g3193289 


BLAST score 


572 


E value 


4 .Oe-59 


Match length 


137 


% identity 


86 


NCBI Description 


(AF069298) similar to 



[Arabidopsis thaliana] 



Phaseolus aureus indole-3-acetic acid induced protein ARG 
(SW: 32292) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161780 

LIB3177-022-P1-K2-E2 

BLASTX 

g4204274 

96 

2.0e-28 

98 

72 

(AC004146) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 

161781 

LIB3177-022-P1-K2-E4 
BLASTX 
* gll69598 
725 

5.0e-77 

148 

91 

OMEGA-6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161782 

LIB3177-022-P1-K2-E5 

BLASTX 

g3687243 

245 

9.0e-21 

66 

77 

(AC005169) putative ribosomal protein [Arabidopsis 



21465 



thaliana] 



o • I Ti . 


161783 


Seq, ID 


LIB3177-022-P1-K2-E7 


Method 


BLASTX 


NCBI GI 


g3096935 


BLAST score 


223 


E value 


3.0e-18 


Match length 


88 


% identity 


53 


NCBI Description 


(AL023094) putative { 


Seq. No. 


161784 


Seq. ID 


LIB3177-022-P1-K2-E9 


Method 


BLASTN 


NCBI GI 


g4455168 


BLAST score 


179 


E value 


5.0e-96 


Match length 


453 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


161785 


Seq. ID 


LIB3177-022-P1-K2-F1I 


Method 


BLASTX 


NCBI GI 


g629541 


BLAST score 


504 


E value 


4.0e-51 


Match length 


124 



FIOMIO 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

plasma membrane intrinsic protein Ic - Arabidopsis thaliana 
>gi_472875_emb_CAA534 7 6_ (X75882) plasma membrane intrinsic 
protein Ic [Arabidopsis thaliana] 

161786 

LIB3177-022-P1-K2-F11 

BLASTN 

g2281081 

89 

2.0e-42 

300 

72 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161787 

LIB3177-022-P1-K2-F4 

BLASTX 

gll5916 

467 

2.0e-47 

106 

92 

CELL DIVISION CONTROL PROTEIN 2 HOMOLOG A 

>gi_282863_pir S23095 protein Jcinase (EC 2.7.1.37) cdc2 - 

Arabidopsis thaliana >gi_251888_bbs_109461 p34cdc2 protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kinase [Arabidopsis thaliana, flower, Peptide, 294 aa] 
>gi 16219_emb_CAA40971_ {X57839) p34 (cdc2) [Arabidopsis 
thaliana] >gi_166784 (M59198) protein kinase [Arabidopsis 
thaliana] >gi_217849_dbj_BAA01623_ (D10850) p32 protein 
serine/threonine kinase [Arabidopsis thaliana] 
>gi_257374_bbs_,115411 (S45387) Aracdc2=p34cdc2 protein 
kinase homolog [Arabidopsis thaliana, ecotype Columbia, 
flowers, Peptide, 294 aa] [Arabidopsis thaliana] 

161788 

LIB3177-022-P1-K2-F6 

BLASTN 

g3241917 

312 

l.Oe-175 

400 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K19B1, complete sequence [Arabidopsis thaliana] 

161789 

LIB3177-022-P1-K2-F7 

BLASTX 

gl33917 

172 

9.0e-63 
143 

88 ^ ^ 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S2 >gi_70856_pir R3NT2 

ribosomal protein S2 - common tobacco chloroplast 
>gi_11814_emb_CAA77345_ (Z00044) ribosomal protein S2 

[Nicotiana tabacum] >gi_225274_prf 1211235J ribosomal 

protein S2 [Nicotiana tabacum] 

161790 

LIB3177-022-P1-K2-F8 

BLASTX 

g4586256 

361 

l.Oe-34 

104 

73 

(AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

161791 

LIB3177-022-P1-K2-F9 

BLASTX 

g3152618 

400 

6.0e-39 

113 

63 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161792 

LIB3177-022-P1-K2-G1 

BLASTX 

g2129577 

244 

l.Oe-20 

60 

82 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ homolog [Arabidopsis thaliana] 

161793 

LIB3177-022-P1-K2-G12 

BLASTX 

gl363484 

258 

2.0e-22 

57 

89 

IAA13 protein - Arabidopsis thaliana >gi_972929 (U18415) 
IAA13 [Arabidopsis thaliana] >gi_2459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 

161794 
- LIB3177-022-P1-K2-G2 
BLASTX 
gl32110 
192 

4.0e-60 

124 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161795 

LIB3177-022-P1-K2-G3 

BLASTN 

gl669598 

191 

l.Oe-103 

219 

97 

Arabidopsis thaliana mRNA for AR7 91, complete cds 
161796 

LIB3177-022-P1-K2-G4 

BLASTX 

gl66708 

578 

8.0e-60 

133 

87 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 



2i468 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161797 

LIB3177-022-P1-K2-H10 

BLASTX 

g4567207 

423 - 

l.Oe-41 

116 

71 

(AC007168) unknown protein [Arabidopsis thaliana] 



161798 

LIB3177-022-P1-K2-H4 

BLASTN 

g4691223 

37 

7.0e-12 

124 

82 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone F4F15 



Seq. J^Q. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161799 

LIB3177-024-P1-K1-A1 

BLASTX 

gl350930 

309 

2.0e-28 

99 

65 

4 OS RIBOSOMAL PROTEIN S13 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



161800 

LIB317 7-024-P1-K1-A10 

BLASTX 

gl363489 

455 

2.0e-45 
137 
66 

thioglucosidase (EC 
thaliana >gi_984052 



3.2.3.1) 3D precursor - Arabidopsis 
emb CAA61592 (X89413) thioglucoside 



glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161801 

LIB3177-024-P1-K1-A12 

BLASTX 

g4741960 

370 

2.0e-35 

94 

78 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



161802 

LIB3177-024-P1-K1-A6 



21469 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



BLASTX 

gl20667 

393 

3.0e-38 

125 

66 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161803 

LIB3177-024-P1-K1-A7 

BLASTX 

g99688 

192 

6.0e-36 

129 

67 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_295789_einb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161804 

LIB3177-024-P1-K1-A9 

BLASTX 

g266936 

265 

3.0e-23 

101 

58 

50S RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir ^A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum]., >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



161805 

LIB3177-024-P1-K1-B2 

BLASTN 

g4521999 

78 

9.0e-36 

262 

82 

Arabidopsis thaliana chromosome II BAC F2G1 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161806 

LIB3177-024-P1-K1-B3 

BLASTX 

gll72969 

195 

4.0e-15 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length " 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
52 

60S RIBOSOMAL PROTEIN Lll (L16) >gi_629552_j)ir S49033 

ribosomal protein Lll.e - Arabidopsis thaliana 
>gi_550544_emb_CAA57394_ {X81798) ribosomal protein L16 
[Arabidopsis thaliana] 

161807 

LIB3177-024-P1-K1-B4 

BLASTX 

g3913640 

323 

5.0e-30 

128 

59 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_3041775_dbj_BAA25422_ (AB007193) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



161808 

LIB3177-024-P1-K1-B5 

BLASTX 

g3983125 

217 

9.0e-18 

89 

56 

(AF097 64 8) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

161809 

LIB3177-024-P1-K1-B6 

BLASTX 

gl865683 

239 

3.0e-20 

89 

64 

(Z83321) plastocyanin [Arabidopsis thaliana] 
161810 

LIB3177-024-P1-K1-B7 

BLASTX 

gll5767 

271 

5.0e-24 

67 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161811 

LIB3177-024-P1-K1-B9 

BLASTX 

gll5767 

380 

l,0e-36 

118 

67 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_eiub_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161812 

LIB3177-024-P1-K1-C12 

BLASTN 

g3421122 

108 

l.Oe-53 
310 

84 ■ 

Arabidopsis thaliana 20S proteasome beta subunit PBGl 
(PBGl) itiRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161813 

LIB3177-024-P1-K1-C4 

BLASTX 

gl938424 

169 

5.0e-12 

98 

38 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 

161814 

LIB3177-024-P1-K1-C5 

BLASTX 

gl32110 

298 

4,0e-27 

97 

65 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161815 

LIB3177-024-P1-K1-C8 

BLASTX 

g3043536 



21472 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 

4.0e-13 

78. 
55 

(AB000708) SAUR [Raphanus sativus] 
161816 

LIB3177-024-P1-K1-C9 

BLASTX 

g2924520 

298 

5.0e-27 

113 

54 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

161817 

LIB3177-024-P1-K1-D4 

BLASTX 

gll70503 

49 

3.0e-26 

113 

60 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188__ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

161818 

LIB3177-024-P1-K1-D6 

BLASTX 

g4585935 

415 

8.0e-41 

122 

66 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_47 4 194 6_gb_AAD28770 . 1_AF134 123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

161819 

LIB3177-024-P1-K1-D7 

BLASTX 

g3157947 

480 

2.0e-48 

126 

41 

(AC002131) Similar to protein gb_Z74 962 from Brassica 
oleracea which is similar to bacterial YRNl and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb R90704, gb_F15500 and gb_F14353 come from this gene. 
[Arabidopsis tha 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161820 

LIB3177-024-P1-K1-D8 

BLASTN 

g3985952 

68 

8.0e-30 
34 3 
83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

161821 

LIB3177-024-P1-K1-D9 

BLASTX 

g3858935 

286 

l.Oe-25 
128 

50 . 
(AL021636) synaptobrevin-like protein [Arabxdopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161822 

LIB3177-024-P1-K1-E4 

BLASTX 

g2586125 

269 

l.Oe-23 

69 

81 

(U89512) b-keto acyl reductase [Arabidopsis thaliana] 
161823 

LIB3177-024-P1-K1-E5 

BLASTX 

g4539308 

322 

4.0e-30 

94 

69 

(AL049480) possible apospory-associated like protein 
[Arabidopsis thaliana] 

161824 

LIB3177-024-P1-K1-E7 

BLASTX 

gl23601 

221 

3.0e-18 
83 

57 " ^ , 

HEAT SHOCK 70 KD PROTEIN >gi_99913_pir S14 992 heat shock 

protein, 70K - soybean >gi_18663_emb_CAA4 4620__ {X62799) 
Heat Shock 70kD protein [Glycine max] 



21474 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161825 

LIB3177-024-P1-K1-E8 

BLASTN 

g3449326 

79 

2.0e-36 

367 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

161826 

LIB3177-024-P1-K1-E9 

BLASTX 

g267073 

251 

2.0e-21 

97 

58 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161827 

LIB3177-024-P1-K1-F2 

BLASTN 

g3292807 

45 

4.0e-16 

192 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

161828 

LIB3177-024-P1-K1-F4 

BLASTN 

g3449314 

88 

8.0e-42 

329 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22F20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161829 

LIB3177-024-P1-K1-F6 

BLASTN 

g4589434 

67 

3.0e-29 

159 

91 

Arabidopsis thaliana genomic 
MNJ7, complete sequence 



DNA, chromosome 5, PI clone: 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161830 

LIB3177-024-P1-K1-F9 

BLASTN 

g2351071 

78 

5.0e-36 

210 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MVA3, complete sequence (Arabidopsis thaliana] 



PI clone: 



161831 

LIB3177-024-P1-K1-G10 

BLASTX 

gl710581 

290 

3.0e-26 

101 

62 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107 4 89_emb_CAA63024_ 
{X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 

161832 

LIB3177-024-P1-K1-G12 

BLASTX 

gl32110 

154 

2.0e-10 

69 

49 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161833 

LIB3177-024-P1-K1-G3 

BLASTX 

g4454036 

373 

8.0e-36 

122 

60 

(AL035-394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity • 



161834 

LIB3177-024-P1-K1-G4 

BLASTX 

gll9723 

287 

6.0e-26 

106 

58 



21476 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_99693_pir S16582 f ructose-bisphosphatase (EC 3.1.3.11) 

precursor, chloroplast - Arabidopsis thaliana 
>gi_11242_einb_CAA41154_ .(X58148) f ructose-bisphosphatase • 
[Arabidopsis thaliana] 

161835 

LIB3177-024-P1-K1-G8 

BLASTX 

g4741954 

231 

3.0e-19 

66 

70 

{AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
161836 

LIB3177-024-P1-K1-H11 

BLASTX 

gll7238 

227 

7.0e-19 

79 

61 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_einb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_einb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_4490290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

161837 

LIB3177-024-P1-K1-H2 

BLASTX 

g2511580 

240 

3.0e-20 

105 

50 

(Y13179) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_25 1 158 2_emb_CAA7 3623 . 1_ (Y13180) 
multicatalytic endopeptidase [Arabidopsis thaliana] 

161838 

LIB3177-024-P1-K1-H4 

BLASTX 

g85000 

204 

4.0e-16 

66 

64 

histone H3 - fruit fly (Drosophila melanogaster ) 



21477 



(fragments) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161839 

LIB3177-024-P1-K1-H5 

BLASTX 

g2654208 

173 

l.Oe-12 

82 

48 

(AF035456) heat shock 70 protein [Spinacia oleracea] 
>gi_2773050 (AF039083) heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161840 

LIB3177-024-P1-K1-H7 

BLASTN 

g3641835 

65 

5.0e-28 

235 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161841 

LIB3177-024-P1-K1-H8 

BLASTX 

gl32074 

361 

2.0e-34 

107 
69 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161842 

LIB3177-024-P1-K1-H9 

BLASTX 

g4567319 

349 

5.0e-33 

108 

66 

{AC005956) putative copper amine oxidase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161843 

LIB317 7-024-P1-K2-A1 

BLASTX 

gl350930 

525 

l.Oe-53 

105 

98 



21478 



NCBI Description 



40S RIBOSOMAL PROTEIN S13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161844 

LIB3177-024-P1-K2-A11 

BLASTX 

g4512671 

160 

2.0e-ll 

66 

53 

(AC006931) unknown protein [Arabidopsis thaliana] 
161845 

LIB3177-024-P1-K2-A12 

BLASTX - 

g4741960 

572 

4,0e-59 

127 

86 

{AF134130) Lhcb6 protein [Arabidopsis thaliana] 
161846 

LIB3177-024-P1-K2-A2 

BLASTX 

gl32074 

601 

l.Oe-62 

112 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

161847 

LIB3177-024-P1-K2-A3 

BLASTX 

g266936 

246 

3.0e-21 

78 

67 

50S RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir ^A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161848 

LIB3177-024-P1-K2-A4 

BLASTX 

gl363489 

725 

5.0e-77 

134 

99 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ {X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

161849 

LIB3177-024-P1-K2-A5 

BLASTX 

gl352460 

184 

2.0e-13 

51 

65 

IN2-1 PROTEIN >gi_100896_pir S17743 In2-1 protein - maize 

>gi_2234 7_emb_CAA41447_ (X58573) In2-1 [Zea mays] 

161850 

LIB3177-024-P1-K2-A6 

BLASTX 

gl20667 

759 

5.0e-81 

151 

99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

161851 

LIB3177-024-P1-K2-A9 

BLASTX 

g266936 

202 

5.0e-16 

84 . 
55 

50S RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi 282960_pir ^A42840 ribosomal protein L27 - common 

tobacco >gl_170306 {M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacxam] 

161852 

LIB3177-024-P1-K2-B1 

BLASTX 

gll5783 

577 

8.0e-60 

118 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



21480 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161853 

LIB3177-024-P1-K2-B2 

BliASTX 

g3122673 

647 

7.0e-68 

149 

85 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB104 47_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



161854 

LIB3177-024-P1-K2-B3 

BLASTX 

gll5767 

574 

3.0e-59 

118 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65 )' [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161855 

LIB3177-024-P1-K2-B4 ■ 

BLASTX 

gll69585 

711 

2.0e-75 
149 

93 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BIS PHOSPHATE 1-PHOSPHOHYDRpLASE) (FBPASE) 
>gi_885894 (U20179) fructose 1, 6-bisphosphatase [Brassica 
napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161856 

LIB3177-024-P1-K2-B5 

BLASTX 

g3983125 

616 

3.0e-64 

143 

83 

(AF097 648) phosphate/ triose-phosphate translocator 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



161857 

LIB3177-024-P1-K2-B6 

BLASTX 

gl30261 

564 



21481 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-58 

144 

81 

PLASTOCYANIN PRECURSOR >gi__6584 l_pir CUMUM plastocyanin 

precursor - Arabidopsis thaliana >gi_166790 (M20937) 
plastocyanin [Arabidopsis thaliana] 

161858 

LIB3177-024-P1-K2-B7 

BLASTN 

g4521999 

278 

l.Oe-155 

366 

93 

Arabidopsis thaliana chromosome II BAC F2G1 genomic 
sequence, complete sequence 

161859 

LIB3177-024-P1-K2-B8 

BLASTX 

gll72969 

545 

4.0e-56 

112 ■ 
97 

60S RIBOSOMAL PROTEIN Lll (L16) >gi_629552_pir S49033 

ribosomal protein Lll.e - Arabidopsis thaliana 
>gi_550544_emb_CAA57394_ (X81798) ribosomal protein L16 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161860 

LIB3177-024-P1-K2-C1 

BLASTX 

g4539376 

177 

8.0e-13 

84 

56 

(AL049525) hypothetical protein [Arabidopsis thaliana] 
161861 

LIB3177-024-P1-K2-C12 

BLASTX 

g3421123 

567 

l.Oe-58 

112 

98 

(AF043538) 20S proteasome beta subunit PBGl [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



161862 

LIB3177-024-P1-K2-C2 

BLASTX 

g3043536 

384 



21482 



E value 
Match length 
% identity 
MCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-37 

89 

88 

(AB000708) 



SAUR [Raphanus sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



161863 

LIB3177-024-P1-K2-C3 

BLASTX 

g2924520 

753 

3.0e-80 

144 

99 

{AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

161864 

LIB3177-024-P1-K2-C4 

BLASTX 

gl938424 

244 

5.0e-31 

135 

54 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 

161865 

LIB3177-024-P1-K2-C5 

BLASTX 

gl32110 

526 

l.Oe-55 

114 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

161866 

LIB3177-024-P1-K2-C6 

BLASTX 

g3980386 

431 

l.Oe-42 

99 

85 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 

161867 

LIB3177-024-P1-K2-C8 

BLASTX 

g3913640 



21483 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229 

2.0e-19 

98 

52 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 
(D-FRUCTOSE-1, 6-B IS PHOSPHATE 1-PHOSPHOHYDROLASE) 
>gi_3041775_cibj_BAA25422_ (AB007193) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



(FBPASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161868 

LIB3177-024-P1-K2-D1 

BLASTX 

g3157947 

721 

l.Oe-76 

137 

54 

(AC002131) Similar to protein gb_Z74 962 from Brassica 
oleracea which is similar to bacterial YRNl and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 
[Arabidopsis tha 

161869 

LIB3177-024-P1-K2-D2 

BLASTN 

g3985952 

270 

l.Oe-150 

411 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

161870 

LIB3177-024-P1-K2-D3 

BLASTX 

g3858935 

496 

3.0e-50 

129 

71 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4 103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161871 

LIB3177-024-P1-K2-D4 

BLASTX 

gll70503 

623 

3.0e-65 

129 

95 

EUKARYOTIC INITIATION FACTOR 4A-1 {EIF-4A-1) 
>gi_322503_pir JC1452 translation initiation factor 



21484 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

161872 

LIB3177-024-P1-K2-D6 

BLASTX 

g4585935 

714 

8.0e-76 

136 

99 

{AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_47 4 194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

161873 

LIB3177-024-P1-K2-D7 

BLASTX 

g2119848 

200 

4.0e-16 

46 

85 

chlorophyll a/b-binding protein type I precursor LhblBl - 
Arabidopsis thaliana >gi_16366_emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 

[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 

[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161874 

LIB3177-024-P1-K2-D9 

BLASTN 

g3241917 ■ 

69 

l.Oe-30 

113 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K19B1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161875 

LIB3177-024-P1-K2-E1 

BLASTX 

g2642648 

572 

4.0e-59 

141 

80 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_266p768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 



21485 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161876 

LIB317 7-024-P1-K2-E2 

BLASTX 

g3335378 

292 

3.0e-26 

66 

82 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161877 

LIB3177-024-P1-K2-E3 

BLASTX 

g267082 

482 

l,0e-48 

93 

99 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161878 

LIB3177-024-P1-K2-E4 

BLASTX 

g2586127 

383 

6.0e-37 

142 

52 

(U89510) b-keto acyl reductase 



[Hordeum vulgare] 



161879 

LIB3177-024-P1-K2-E5 

BLASTX 

g4539308 

671 

l.Oe-70 

129 

98 

(AL049480) possible apospory-associated like protein 
[Arabidopsis thaliana] 

161880 

LIB3177-024-P1-K2-E8 

BLASTX 

gll5767 

697 

8.0e-74 

136 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161881 

LIB3177-024-P1-K2-F4 

BLASTN 

g3449314 

428 

O.Oe+00 

438 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K22F20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161882 

LIB3177-024-P1-K2-F5 

BLASTN 

g2828266 

51 

9.0e-20 

278 

81 

Arabidopsis thaliana mRNA for geranylgeranyl reductase 
161883 

LIB3177-024-P1-K2-F6 

BLASTN 

g4589434 

98 

l.Oe-47 

418 . ■ 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161884 

LIB3177-024-P1-K2-F8 

BLASTX 

g4335755 . 

138 

l.Oe-08 

54 

59 

(AC006284) putative hydroxyproline-rich glycoprotein 
[Arabidopsis thaliana] 

161885 

LIB3177-024-P1-K2-G10 

BLASTX 

gl710581 

567 

l.Oe-58 

128 

88 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_11074 89_emb_CAA63024 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



21487 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161886 

LIB3177-024-P1-K2-G12 

BLASTX 

gl32110 

502 

2.0e-58 

123 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA327 02_ 
{X14 564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161887 

LIB3177-024-P1-K2-G2 

BLASTX 

g4741954 

390 

6.0e-38 

75 

100 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161888 

LIB3177-024-P1-K2-G3 

BLASTX 

g4457221 

302 

2.0e-27 

125 

50 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161889 

LIB3177-024-P1-K2-G4 

BLASTX 

gll9723 

684 

3.0e-72 

139 

96 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi 99693_pir S16582 f ructose-bisphosphatase (EC 3.1.3.11) 

precursory chloroplast - Arabidopsis thaliana 

>gi_1124 2_emb_CAA41154_ (X58148) f ructose-bisphosphatase 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



161890 

LIB3177-024-P1-K2-G5 

BLASTX 

g4218951 

182 



21488 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-13 

69 

52 

(AF081796) fructose-1, 6-bisphosphatase precursor [Brassica 
napus] 

161891 

LIB3177-024-P1-K2-G8 

BLASTX 

g4454036 

422 ^ ' 

l.Oe-41 

100 

80 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 



161892 

LIB3177-024-P1-K2-H1 

BLASTN 

g3641835 

364 

O.Oe+00 

4-24 

96 

Arabidopsis thaliana DNA chromosome A, BAG clone T4L20 
(ESSAII project) 

161893 

LIB3177-024-P1-K2-H11 

BLASTX 

gll7238 

489 

2.0e-49 

109 

90 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ {AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_4490290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

161894 

LIB3177-024-P1-K2-H2 

BLASTX 

gl32074 

695 

l.Oe-73 

135 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 
(RUBISCO SMALL SUBUNIT lA) >gi_680 63_pir RKMUAl 



21489 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

Seq. No. 161895 

Seq. ID LIB3177-024-P1-K2-H4 

Method BLASTX 

NCBI GI g417103 " 

BLAST score 534 

E value l.Oe-54 

Match length 108 

% identity 99 

NCBI Description HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA4 2957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_erab_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911__emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA5844 5_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 907 54_emb_CAB38916 . 1_ {AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi__4 490755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161896 

LIB3177-024-P1-K2-H5 

BLASTX 

g3114753 

156 

9.0e-ll 

79 

44 

(yi7165) heat shock protein DnaK [Campylobacter jejuni] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161897 

LIB3177-024-P1-K2-H7 

BLASTX 

g2511580 

570 

7.0e-59 

127 

91 

(Y13179) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_2511582_emb_CAA73623 . 1_ (Y13180) 
multicatalytic endopeptidase [Arabidopsis thaliana] 



Seq. No. 161898 

Seq. ID LIB3177-025-P1-K2-A1 

Method BLASTX 

NCBI GI g4091806 



21490 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



340 

5.0e-32 

86 

70 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 
161899 

LIB3177-025-P1-K2-A10 

BLASTX 

g4510345 

197 

3.0e-15 

46 

76 

(AC006921) unknown protein [Arabidopsis thaliana] 
161900 

LIB3177-025-P1-K2-A11 

BLASTX 

g4204793 

182 

2.0e-13 

149 

14 

(U52079) " P-glycoprotein [Solanum tuberosum]. 



Seq. No. 


161901 


Seq. ID 


LIB3177-025-P1-K2-A2 


Method 


BLASTN 


NCBI GI 


g2854069 


BLAST score 


131 


E value 


2.0e-67 


Match length 


187 


% identity 


93 


NCBI Description 


Arabidopsis thaliana putative histone deacetylase 




mRNA, complete cds 


Seq. No. 


161902 


Seq. ID 


LIB3177-025-P1-K2-A3 


Method 


BLASTX - 


NCBI GI 


gl518540 


BLAST score 


604 


E value 


7.0e-63 


Match length 


130 


% identity 


91 


NCBI Description 


{U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


161903 


Seq, ID 


LIB3177-025-P1-K2-A7 


Method 


BLASTX 


NCBI GI 


g4666287 


BLAST score 


278 


E value 


l.Oe-24 


Match length 


122 


% identity 


39 


NCBI Description 


(D85764) cytosolic monodehydroascorbate reductase 




sativa] 




If 
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(HD2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161904 

LIB3177-025-P1-K2-A8 

BLASTN 

g4584531 

67 

l.Oe-29 

112 

94 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

161905 

LIB3177-025-P1-K2-A9 

BLASTN 

g4584531 

79 

2.0e-36 

199 

93 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9E8 



BAC clone T9E8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161906 

LIB3177-025-P1-K2-B10 

BLASTX 

g4468979 

544 

8.0e-56 

113 

86 

(AL035605) putative protein [Arabidopsis thaliana] 
161907 

LIB3177-025-P1-K2-B12 

BLASTX 

g4585882 

596 

6.0e-62 

121 

98 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

161908 

LIB3177-025-P1-K2-B2 

BLASTN 

g4586241 

54 

4 .Oe-22 

66 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 
(ESSA project) 



Seq. No. 
Seq. ID 



161909 

LIB3177-025-P1-K2-B5 



21492 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4468801 

325 

O.Oe+00 

463 

100 

Arabidopsis thaliana DNA chromosome A, 
(ESSA project) 



BAG clone F6G17 



161910 

LIB3177-025-P1-K2-B7 

BLASTX 

g548655 

434 

4,0e-43 

96 

95 

50S RIBOSOMAL PROTEIN L12-C, CHLOROPLAST PRECURSOR (CL12-C) 

>gi_541897_pir C53394 ribosomal protein L12.C, chloroplast 

- Arabidopsis thaliana >gi_4 6877 3_emb_CAA4 818 3_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 

161911 

LIB3177-025-P1-K2-C10 

BLASTX 

gll68728 

775 

7.0e-83 

140 

99 

CINNAMYL- ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

161912 

LIB3177-025-P1-K2-C11 

BLASTX 

gll68728 

207 

2.0e-16 

110 

46 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

161913 

LIB3177-025-P1-K2-C12 

BLASTX 

gll5767 

438 

l.Oe-43 

95 

92 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb__CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

161914 

LIB3177-025-P1-K2-C3 

BLASTX • 

g2829904 

583 

2.0e-60 

134 

87 

(AC002311) Hypothetical protein [Arabidopsis thaliana] 
161915 

LIB3177-025-P1-K2-C7 

BLASTX 

gl00490 

583 

2.0e-60 

127 

26 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

161916 ' ' 

LIB3177-025-P1-K2-D10 

BLASTX 

gl328-63 

714 

9.0e-76 

141 

95 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA46568_ (X65615) ribosomal protein L2 
[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161917 

LIB3177-025-P1-K2-D12 

BLASTX 

g2499476 

166 

7.0e-12 

81 

48 

2-CYS PEROXIREDOXIN BASl PRECURSOR 
>gi_14 98198_emb_CAA63909_ {X94218,) 
[Arabidopsis thaliana] >gi_1783308_ 



2-Cys peroxiredoxin basl 
emb CAA71503 (Y10478) 



2-Cys peroxiredoxin [Arabidopsis thaliana] 
161918 

LIB3177-025-P1-K2-D2 

BLASTX 

gl708313 

579 

6.0e-60 
118 
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% identity 

NCBI Description 



100 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(377849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match" length 

% identity 

NCBI Description 



161919 

LIB3177-025-P1-K2-D3 

BLASTX 

gl389699 

427 

5.0e-42 
90 
93 

(U38845) nitrilase 



1 [Arabidopsis thaliana] 





thaliana] 


Seq. No. 


161922 


Seq. ID 


LIB3177-025- 


Method 


BLASTN 


NCBI GI 


g2245031 


BLAST score 


184 


E value 


5.0e-99 


Match length 


268 


% identity 


91 


NCBI Description 


Arabidopsis 




fragment No 


Seq. No. 


161923 


Seq. ID 


LIB3177-025 


Method 


BLASTX 


NCBI GI 


g4371297 



161920 

LIB3177-025-P1-K2-D4 

BLASTX 

g3421123 

648 

5.0e-68 

126 

98 

(AF04 3538) 20S proteasome beta subunit PBGl [Arabidopsis 
thaliana] 

161921 

LIB3177-025-P1-K2-D7 

BLASTX 

gl32090 

431 

8.0e-43 

92 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.i39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 



-P1-K2-E10 



21495 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



758 

7.0e-81 

154 

95 

(AC006260) phenylalanine ammonia- lyase 1, 3' partial 
[Arabidopsis thaliana] 

161924 

LIB3177-025-P1-K2-E12 

BLASTN 

g3702734 

338 

O.Oe+OO 

438 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNB8, complete sequence [Arabidopsis thaliana] 

161925 

LIB3177-025-P1-K2-E2 

BLASTX 

g4741948 

639 

6.0e-67 

126 

95 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
161926 

LIB3177-025-P1-K2-E3 

BLASTN 

g4220468 

283 

l.Oe-158 

447 

96 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161927 

LIB3177-025-P1-K2-E5 

BLASTX 

g2829899 

243 

9.0e-31 

114 

61 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



161928 

LIB3177-025-P1-K2-E7 

BLASTN 

gl6367 

46 

9.0e-17 



21496 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 
91 

A.thaliana gene (LHCP AB 165) for chlorophyll a/b binding 
protein 

161929 

LIB3177-025-P1-K2-E8 

BLASTX 

g416681 

343 

3.0e-32 

115 

57 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

161930 

LIB3177-025-P1-K2-F1 

BLASTX 

g4587525 

193 

l.Oe-14 

153 

34 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 

[Arabidopsis thaliana] 

161931 

LIB3177-025-P1-K2-F10 

BLASTX 

g3983125 

628 

l.Oe-65 

149 

82 

{AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

161932 

LIB3177-025-P1-K2-F12 

BLASTX 

g99696 

856 

2.0e-92 

153 

99 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thaliana] >gi_2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



21497 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161933 

LIB3177-025-P1-K2-F2 

BLASTX 

g3273743 

620 

l.Oe-64 

118 

100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161934 

LIB3177-025-P1-K2-F3 

BLASTX 

gl32863 

728 

2.0e-77 

140 

97 

CHLOROPLAST 505 RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568_ (X65615) ribosomal protein L2 
[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161935 

LIB3177-025-P1-K2-F5 

BLASTX 

gl769905 

484 

8.0e-49 

137 

69 

(X98108) 23 kDa polypeptide of oxygen-evolving coralex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161936 

LIB3177-025-P1-K2-F6 

BLASTX 

g3915826 

180 

2.0e-13 

66 

58 

60S RIBOSOMAL PROTEIN L5 

161937 ■■ , 

LIB3177-025-P1-K2-F7 

BLASTX 

gl709825 

548 

2.0e-56 

114 

99 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



21498 



# 



Seq. No. 


161938 


Seq. ID 


LIB3177-025 


Method 




NCBI GI ^ 


g3149952 


BLAST score 


342 


E value 


4 .Oe-32 


Match length 


71 


% identity 


85 


NCBI Description 


(AB010259) 


Seq. No. 


161939 


Seq. ID 


LIB3177-025 


Method 


BLASTX 


NCBI GI 


g4103987 


BLAST score 


565 


E value 


3.0e-58 


Match length 


136 


% identity 


79 


NCBI Description 


(AF030516) 



-F8 



DRHl [Arabidopsis thaliana] 



-P1-K2-G10 



[Pisum sativxam] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161940 

LIB3177-025-P1-K2-G11 

BLASTX 

gl31398 

386 

l.Oe-37 

94 

84 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi 72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_1644 7_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb T41858, gb_T88021, gb_R37531, gb_T04679, gb_N3752Q, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 161941 

Seq. ID LIB3177-025-P1-K2-G3 

Method BLASTX 

NCBI GI g2739366 

BLAST score 304 

E value l.Oe-27 

Match length 144 

% identity 47 

NCBI Description (AC002505) SF16 like protein [Arabidopsis thaliana] 

Seq. No. 161942 

Seq. ID LIB3177-025-P1-K2-G7 

Method BLASTN 

NCBI GI g4580745 

BLAST score 153 

E value 2.0e-80 

Match length 445 



-21499 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana chromosome 1 
complete sequence 



161943 

LIB3177-025-P1-K2-H1 

BLASTX 

gll9143 

723 

8.0e-77 
146 - 
95 

ELONGATION FACTOR 1-ALPHA (EF- 

>gi_81606_pir S06724 translat 

alpha chain - Arabidopsis thai 
(X16430) elongation factor 1-a 
>gi_1369927_emb_CAA34454_ (X16 
1-alpha [Arabidopsis thaliana] 
{X16431) elongation factor 1-a 
>gi_1532172 (U63815) EF-lalpha 
>gi_1532173 (U63815) EF-lalpha 
>gi_1532174 (U63815) EF-lalpha 



BAG F10O3 sequence. 



1-ALPHA) 

ion elongation factor eEF-1 
iana >gi_295788_emb_CAA34453_ 
Ipha [Arabidopsis thaliana] 
431) elongation factor 

>gi_136992 8_emb_CAA3 4 4 5 5_ 
Ipha [Arabidopsis thaliana] 
-Al [Arabidopsis thaliana] 

A2 [Arabidopsis thaliana] 
-A3 [Arabidopsis thaliana] 



161944 

LIB3177-025-P1-K2-H10 

BLASTX . - 

gl944407 

598 

4 .Oe-62 

151 

74 

(D86988) KIAA0221 [Homo sapiens] 
161945 

LIB3177-025-P1-K2-H11 

BLASTX 

gll3024 

608 

2.'0e-63 

149 

84 

ISOCITRATE LYASE (ISOCITI^SE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

161946 

LIB3177-025-P1-K2-H12 

BLASTX 

g461550 

469 

5.0e-47 

124 

80 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma- subun it [Arabidopsis thaliana] 



21500 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161947 

LIB3177-025-P1-K2-H5 

BLASTN 

g4662640 

48 

'3.0e-18 
72 
13 

Arabidopsis thaliana chromosome II BAG F15K19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161948 

LIB3177-025-P1-K2-H6 

BLASTX 

g3123712 

167 

l.Oe-11 

150 

66 

{D89051) ERD6 protein [Arabidopsis thaliana] 
161949 

LIB3177-025-P1-K2-H7 

BLASTX 

g2058282 

419 

3.0e-41 

107 

79 

(X97377) atranbpla [Arabidopsis thaliana] 
161950 

LIB3177-026-P1-K2-A1 

BLASTX 

g3600052 

221 

4.0e-18 

105 

44 

(AF080120) contains similarity to glycosyl hydrolases 
family 9 (Pfam: glycosyl_hydro5 . hmm, score: 88.03) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161951 

LIB3177-026-P1-K2-A11 

BLASTX 

g4193388 

409 

5.0e-40 

120 

66 

{AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 



161952 

LIB3177-026-P1-K2-A12 



21501 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3869069 

49 

l.Oe-18 
233 
8 8 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

161953 

LIB3177-026-P1-K2-A5 

BLASTN 

g3449334 

78 

4.0e-36 

156 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161954 

LIB3177-026-P1-K2-A7 

BLASTN 

g4490717 

192 

l.Oe-104 

254 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



161955 

LIB3177-026-P1-K2-A9 

BLASTX 

gll70040 

105 

3.0e-04 

155 

87 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi 451198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_194 44 4 8_dbj_BAA19653_ 

(D89620) glutathione reductase precursor [Arabidopsis 
thaliana] >gi_740576_prf 2005376A glutathione reductase 

[Arabidopsis thaliana] 

161956 

LIB3177-026-P1-K2-B1 

BLASTX 

g3860277 

542 

l.Oe-55 
138 

80 * . 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 



21502 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161957 

LIB3177-026-P1-K2-B10 

BLASTX 

g3549680 

154 

3.0e-10 

94 

38 

(AL031394) putative protein [Arabidopsis thaliana] 
161958 

LIB3177-026-P1-K2-B11 

BLASTX 

gl363487 

463 

l.Oe-46 

96 

95 

IAA7 protein - Arabidopsis thaliana >gi_972917 {U18409) 
IAA7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161959 

LIB3177-026-P1-K2-B12 

BLASTN 

g4581161 

97 

3.0e-47 

246 

74 

Arabidopsis thaliana chromosome II BAG T20G20 genomic 
sequence, complete sequence 

161960 

LIB3177-026-P1-K2-B2 

BLASTX 

g4220528 

254 

2.0e-22 

57 

91 

(AL035356) glucose-6-phosphate isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



161961 

LIB3177-026-P1-K2-B9 

BLASTX 

g4165488 

697 

l.Oe-73 

130 

99 

(AJ132399) alpha-tubulin- 3 [Hordeum vulgare] 
161962 

LIB3177-026-P1-K2-C10 
BLASTX 



21503 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4538963 
271 

l.Oe-47 

132 

61 

(AL049488)' chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161963 

LIB3177-026-P1-K2-C12 

BLASTX 

g4678376 

221 

4.0e-18 

81 

60 

(AL049656) putative protein [Arabidopsis thaliana] 
161964 

LIB3177-02 6-P1-K2-C2 

BLASTN 

g3046855 

211 

l.Oe-115 

404 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSLl, complete sequence [Arabidopsis thaliana] 

161965 

LIB3177-026-P1-K2-C3 

BLASTX 

gll7238 

604 

7.0e-63 

150 

82 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi 44 90290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



161966 

LIB3177-026-P1-K2-C6 

BLASTX 

gl35442 

88 

1.9e-02 

127 

65 



21504 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TUBULIN BETA-1 CHAIN >gi_71590_pir UBMUBM tubulin beta-1 

chain - Arabidopsis thaliana >gi_166922 (M20405) beta-1 
tubulin [Arabidopsis thaliana] 

161967 

LIB3177-026-P1-K2-C7 

BLASTX 

g3212849 

154 

4.0e-10 

120 

35 

{AC004005) unknown protein [Arabidopsis thaliana] 
161968 

LIB3177-026-P1-K2-C8 

BLASTX 

g3176676 

590 

6.0e-61 

125 

93 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963 
and gb_AA597734 come from this gene. [Arabidopsis thaliana] 

161969 

LIB3177-026-P1-K2-D10 

BLASTX 

gll5783 

783 

7.0e-84 

149 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 



161970 

LIB3177-026-P1-K2-D12 

BLASTN 

g4757414 

56 

5.0e-23 

164 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

161971 

LIB3177-026-P1-K2-D2 

BLASTX 

gll5385 

315 

3.0e-29 
90 



21505 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

161972 

LIB3177-026-P1-K2-D4 

BLASTX 

g3915847 

420 

2.0e-41 

92 

89 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

161973 

LIB3177-026-P1-K2-D5 

BLASTX 

gl742961 

203 

3.0e-16 
54 

83 . 
(X94756) 'cystathionine gamma-synthase [Arabidopsis 

thaliana] 
161974 

LIB3177-026-P1-K2-D6 

BLASTX 

g2062167 

480 

2.0e-48 

95 

94 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

161975 

LIB3l'77-026-Pl-K2-D7 

BLASTX 

g4337027 

199 

l.Oe-15 

75 

57 

(AF123254) MFP2 [Arabidopsis thaliana] 
161976 

LIB3177-026-P1-K2-D8 

BLASTX 

g4490725 

288 

5.0e-26 

68 

82 

{AL035709) endo-xyloglucan transf erase-like protein 



21506 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161977 . 

LIB3177-026-P1-K2-D9 

BLASTX 

g3212877 

402 

9,0e-73 

151 

96 

{AC004005) Lea-like protein [Arabidopsis thaliana] 
161978 

LIB3177-026-P1-K2-E10 

BLASTX 

g600178 

157 

l.Oe-69 

136 

96 

(L27074) acetyl-CoA carboxylase [Arabidopsis thalxana] 

>gi_1090217_prf; 2018327A Ac-CoA carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161979 

LIB3177-026-P1-K2-E2 

BLASTX 

g4056482 

758 

6.0e-81 

147 

58 

(AC005896) putative ABC transporter [Arabidopsis thaliana] 
161980 

LIB3177-026-P1-K2-E4 

BLASTX 

gl769905 

422 . . 

l.Oe-41 

118 

70 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

161981 

LIB3177-026-P1-K2-E5 

BLASTX 

g2492514 

631 

5.0e-66 

146 

87 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>gi_1483215_einb_CAA68141_ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161982 

LIB3177-026-P1-K2-E7 

BLASTX 

g3158376 

565 

6.0e-61 

125 

94 

(AF035385) unknown [Arabidopsis thaliana] 
161983 

LIB3177-026-P1-K2-E8 

BLASTX 

g417381 

637 , 

8.0e-67 

124 

100 

NITRILASE 1 >gi_99738_pir S22398 nitrilase 

Arabidopsis thaliana >gi_16400_emb__CAA4 5041_ 
nitrilase I [Arabidopsis thaliana] 



(EC 3.5,5. 
(X63445) 



1) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161984 

LIB3177-026-P1-K2-F1 

BLASTN 

g4159707 

149 

4.0e-78 

325 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

161985 

LIB3177-026-P1-K2-F3 

BLASTN 

g3849811 

262 

l.Oe-145 

486 

98 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

161986 

LIB3177-026-P1-K2-F4 

BLASTX 

gl769905 

287 

5.0e-26 

81 

73 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



161987 

LIB3177-026-P1-K2-F5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll70936 

232 

l.Oe-19 

44 

98 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFEEIASE 1) {ADOMET SYNTHETASE 1) 

>gi 1084406_pir S46538 methionine adenosyltransf erase {EC 

2.571.6) - tomato >gi__429104_emb_CAA80865_ {Z24741) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

161988 

LIB3177-026-P1-K2-F6 

BLASTX 

g4455192 

471 

2.0e-47 

113 

75 

(AL035440) putative protein [Arabidopsis thaliana] 
161989 

LIB3177-026-P1-K2-F7 

BLASTX 

g3877788 

202 

7.0e-16 

102 

38 

(Z83110) cDNA EST yk472b5.3 comes from this gene; cDNA EST 
yk474a7.3 comes from this gene; cDNA EST yk472b5.5 comes 
from this gene; cDNA EST yk468cl0.3 comes from this gene; 
cDNA EST yk4 68cl0.5 comes from this gene; cDNA EST EM 

161990 

LIB3177-026-P1-K2-F8 

BLASTX 

gl076626 

389 

l.Oe-39 

82 

99 

glycine rich protein - common tobacco 

>gi_7 904 73_emb_CAA58702_ (X83731) soluble, glycine rich 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161991 

LIB3177-026-P1-K2-F9 

BLASTX 

g4512708 

657 

5.0e-69 

145 

89 

(AC006569) putative glutaredoxin [Arabidopsis thaliana] 



21509 



Seq. No, 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161992 

LIB3177-026-P1-K2-G1 

BLASTN 

g4757392 

232 

l.Oe-128 ' 

272 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, TAG clone: 
K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161993 

LIB3177-026-P1-K2-G10 

BLASTX 

gl705677 

437 

l.Oe-43 

81 

56 

CELL DIVISION CYCLE PROTEIN 4 8 HOMOLOG 

>gi 2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 {U37587) cell 
division cycle protein [Arabidopsis thaliana] 

161994 

LIB3177-026-P1-K2-G11 

BLASTX 

g4371284 

317 

3.0e-29 

64 

92 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. id' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161995 

LIB3177-026-P1-K2-G2 

BLASTX 

g2791423 

198 

3.0e-15 

68 

54 

{AL021185) bcp [Mycobacterium tuberculosis] 
161996 

LIB3177-026-P1-K2-G3 

BLASTX 

g2829792 

552 

7.0e-57 

128 

76 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR {SS I) 
>gi_1781353_emb_CAA71442_ (Y10416) soluble starch 
(bacterial glycogen) synthase [Solanum tuberosum] 



21510 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161997 

LIB3177-026-P1-K2-G5 

BLASTX 

g3334128 

232 

8.0e-20 

73 

67 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis . 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161998 

LIB3177-026-P1-K2-G8 

BLASTX 

g3319350 

483 

2.0e-82 

159 

95 

(AF077407) No definition line found [Arabidopsis thaliana] 
161999 

LIB3177-026-P1-K2-H1 

BLASTN 

g2454181 

322 

0. Oe+00 

406 

97 

Arabidopsis thaliana pyruvate dehydrogenase El alpha 
subunit rtiRNA, nuclear gene encoding plastid protein, 
complete cds 

162000 

LIB3177-026-P1-K2-H11 

BLASTX 

g399013 

447 

l.Oe-44 

89 

97 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi 99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_4 45607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162001 

LIB3177-026-P1-K2-H12 

BLASTX 

g3377797 

502 
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E value 
Match length 
% identity 
NCBI Description 



5.0e-51 

107 

92 

{AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BIAST score 

E value 

Match length 

% identity 

NCBI Description 



162002 

LIB3177-026-P1-K2-H2 

BLASTX 

gl363489 

543 

3.0e-61 

124 

91 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162003 

LIB3177-026-P1-K2-H3 

BLASTX 

g2829899 

228 

l.Oe-31 

111 

60 

(AC002311) similar to ripening-induced protein, 
gp_AJ0014 4 9_24 65015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

162004 

LIB3177-026-P1-K2-H5 

BLASTX 

g4538963 

352 

2.0e-33 

97 

72 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129_1 
{AF134129) LhcbS protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162005 

LIB3177-026-P1-K2-H6 

BLASTX 

gl903021 

92 

5.0e-56 

114 

97 

(Y10216) hypothetical 3-isopropylmalate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 



162006 



21512 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-026-P1-K2-H8 

BLASTX 

g4585935 

552 

7.0e-64 

125 

94 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4 7 4194 6_gb_AAD28770. 1__AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ - ■ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162007 

LIB3177-026-P1-K2-H9 

BLASTX 

g2129672 

183 

l.Oe-13 

63 

62 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 

162008 

LIB3177-033-P1-K1-A1 

BLASTX 

gl402912 

190 

2.0e-14 

69 

61 

(X98317) peroxidase [Arabidopsis thaliana] 
162009 

LIB3177-033-P1-K1-A10 

BLASTN 

g3449321 

93 

l.Oe-44 

269 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTGIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



162010 

LIB3177-033-P1-K1-A2 

BLASTX 

g3337361 

180 

3.0e-13 

97 

49 

(AC004481) ankyrin-like. protein [Arabidopsis thaliana] 
162011 

LIB3177-033-P1-K1-A4 



21513 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076289 

369 

2.0e-35 

122 

62 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608673_emb_CAA54632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162012 

LIB3177-033-P1-K1-A6 

BLASTX 

gll3026 

212 

5.0e-17 

77 

62 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi_68211_pir ^WZRPI isocitrate lyase (EC 4,1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 {L08482) 

isocitrate lyase [Brassica napus] >gi_4 4 7142_prf 1913424A 

isocitrate lyase '[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162013 

LIB3177-033-P1-K1-A8 

BLASTX 

gl321941 

254 

7.0e-22 
134 
50 

(Z48564) 
PCC6803] 



dihydrolipoamide dehydrogenase [Synechocystis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162014 

LIB3177-033-P1-K1-B12 

BLASTX 

gl32074 

257 

2.0e-22 

77 

66 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 
(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir_RKMUAl 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162015 

LIB3177-033-P1-K1-B3 

BLASTX 

g2119848 

440 

l.Oe-43 
113 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

chlorophyll a/b-binding protein type I precursor LhblBl 
Arabidopsis thaliana >gi_16366_emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 

162016 

LIB3177-033-P1-K1-B5 

BLASTX 

gll9975 

350 

4.0e-33 

124 

62 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 

>gi 16437_emb_CAA35754_ (X51370) ferredoxin precursor 

[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 

[Arabidopsis thaliana] 

162017 

LIB3177-033-P1-K1-C1 

BLASTX 

g430947 

237 

8.0e-20 

118 

51 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


162018 


Seq. ID 


LIB3177-( 


Method 


BLASTX 


NCBI GI 


. gl906830 


BLAST score 


422 


E value 


l.Oe-41 


Match length 


129 


% identity 


71 


NCBI Description 


(yil829) 


Seq, No. 


162019 


Seq. ID 


LIB3177-^ 


Method 


BLASTX 


NCBI GI 


g2781354 


BLAST score 


269 


E value 


l.Oe-23 


Match length 


126 


% identity 


51 


NCBI Description 


{AC00311 


Seq. No. 


162020 


Seq. ID 


LIB3177- 



-K1-C3 



10 [Arabidopsis thaliana] 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



BLASTX 

g4586256 

142 

8.0e-09 

99 

38 

{AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162021 

LIB3177-033-P1-K1-CB 

BLASTX 

g2119846 

193 

9.0e-15 

94 

51 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_einb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162022 

LIB3177-033-P1-K1-D1 

BLASTX 

g730645 

271 

7.0e-24 

97 

59 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
{Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi__313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162023 

LIB3177-033-P1-K1-D2 

BLASTX 

g2827143 

146 

3.0e-09 

90 

39 

{AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162024 

LIB3177-033-P1-K1-D4 

BLASTX 

g99688 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



415 

l.Oe-40 

132 

61 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_295789_emb_CAA34^56_ {X164 32) 
elongation factor 1-alpha [Arabidopsis thaliana] 

162025 

LIB3177-033-P1-K1-E1 

BLASTX 

g2246621 

363 

l.Oe-34 

110 

64 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

162026 

LIB3177-033-P1-K1-E10 

BLASTN 

g4757662 

76 

l.Oe-34 

324 

80 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

162027 

LIB3177-033-P1-K1-E2 

BLASTX 

g3123264 

215 

3.0e-17 

122 

44 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

162028 

LIB3177-033-P1-K1-E3 

BLASTX 

g72178 

145 

4.0e-09 

76 

43 

metallothionein-like protein - Arabidopsis thaliana 

>gi_1362000_pir S57897 metallothionein-like protein - 

Arabidopsis thaliana >gi_16184__emb_CAA44 630_ (X62818) 
Metallothionein-like protein [Arabidopsis thaliana] 
>gi__217857_dbj_BAA01990_ (D11394) metallothionein-like 
protein [Arabidopsis thaliana] 



Seq. No. 



162029 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-033-P1-K1-E4 

BLASTX 

g4337175 

378 

2.0e-36 

120 

64 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162030 

LIB3177-033-P1-K1-E6 

BLASTX 

g4586256 

290 

3.0e-26 

106 

61 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

162031 

LIB3177-033-P1-K1-E9 

BLASTX 

gl32110 

178 

4.0e-13 

94 - 
46 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb__CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162032 

LIB3177-033-P1-K1-F2 

BLASTX 

g4263525 

373 

8.0e-36 

127 

63 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162033 

LIB3177-033-P1-K1-F4 

BLASTN 

g4558521 

44 

2.0e-15 

211 

85 
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NCBI Description Genomic sequence for Arabidopsis thaliana BAG T10O24, 
complete sequence 



Seq. No. 

Seq. ID 

Method.- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162034 

LIB3177-033-P1-K1-F5 

BLASTX 

g2129640 

373 

7.0e-36 

117 

71 

magnesium chelatase chain - Arabidopsis thaliana 
>gi_1154 627_emb_CAA92802_ (Z68495) magnesium chelatase 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162035 

LIB3177-033-P1-K1-G1 

BLASTX 

g3273743 

256 

4.0e-22 

85 

65 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

162036 

LIB3177-033-P1-K1-G2 

BLASTX 

g3122753 

285 

2.0e-25 

102 

53 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162037 

LIB3177-033-P1-K1-G3 

BLASTX 

gll69839 

186 

7.0e-14 

77 

57 

GIBBERELLIN-REGULATED PROTEIN 1 PRECURSOR 

>gi_2129588_pir S71441 GASTl protein homolog (clone GASAl) 

- Arabidopsis thaliana >gi_887939 (U11766) GASTl protein 
homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162038 

LIB3177-033-P1-K1-G4 

BLASTX 

g687677 

278 

8.0e-25 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Methocl 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



101 
64 

(U19925) unknown [Arabidopsis thaliana] 
162039 

LIB3177-033-P1-K1-G8 

BLASTX 

gl304259 

226 

l.Oe-18 

102 

54 

(AB009948) ribulose-1, 5-bisphosphate carboxylase large 
subunit [Uvularia sessilif olia] 

162040 

LIB3177-033-P1-K1-H1 

BLASTX 

g2342727 

245 

8.0e-21 

111 

50 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
162041 

LIB3177-033-Pi-Kl-H2 
BLASTN 



NCBI GI 


g4314374 


BLAST score 


97 


E value 


4.0e-47 


Match length 


356 


% identity 


81 


NCBI Description 


Arabidopsis 




sequence, c( 


Seq. No. 


162042 


Seq. ID 


LIB3177-033- 


Method 


BLASTX 


NCBI GI 


g4512122 


BLAST score 


177 


E value 


7.0e-13 


Match length 


122 


% identity 


40 


NCBI Description 


(AF131219) < 


Seq. No. 


162043 


Seq. ID 


LIB3177-033 


Method 


BLASTX 


NCBI GI 


g2911047 


BLAST score 


297 


E value 


7.0e-27 


Match length 


100 


% identity 


60 


NCBI Description 


(AL021961) 


Seq. No. 


162044 



-H3 



3 [Arabidopsis thaliana] 



putative protein [Arabidopsis thaliana] 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-033-P1-K2-A1 

BLASTX 

gl402912 

342 

2.0e-32 
78 
83 

{X98317) 



peroxidase [Arabidopsis thaliana] 



162045 

LIB3177-033-P1-K2-A10 

BLASTN 

g3449321 

209 

l.Oe-114 

288 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTGIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



162046 

LIB3177-033-P1-K2-A2 

BLASTN 

g3337347 

44 

l.Oe-15 

96 

86 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162047 

LIB3177-033-P1-K2-A4 

BLASTX 

gl076289 

512 

3.0e-52 

115 

87 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608 673_emb_CAA54 632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 

162048 

LIB3177-033-P1-K2-A6 

BLASTX 

gll3026 

552 

8.0e-57 

117 

91 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi_4 4 714 2_prf 1913424A 



21521 



isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162049 

LIB3177-033-P1-K2-A8 

BLASTX 

gl65I828 

314 

4,0e-36 

144 

62 

(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp.] 
162050 

LIB3177-033-P1-K2-B12 

BLASTX 

gl32074 

243 

6.0e-21 

80 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor^- Arabidopsis thaliana 

162051 

LIB3177-033-P1-K2-B2 

BLASTX 

g2347199 

165 

8.0e-12 

53 

60 

{AC002338) protein kinase isolog [Arabidopsis thaliana] 
162052 

LIB3177-033-P1-K2-B3 

BLASTX 

gll5780 

82 

4 .Oe-15 

68 

68 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_81455_pir JQ0020 chlorophyll a/b-binding 

protein precursor - spinach >gi_14240_emb_CAA32526_ 
(X14341) chlorophyll a/b binding protein precursor 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162053 

LIB3177-033-P1-K2-C1 

BLASTX 

g4585882 

550 

l.Oe-56 

109 

99 
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NCBI Description 



(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



162054 

LIB3177-033-P1-K2-C10 

BLASTN 

g4580386 

39 

9.0e-13 

166 

80 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162055 

LIB3177-033-P1-K2-C2 

BLASTX 

gl906830 

42 

l.Oe-46 

123 

85 

(Y11829) heat shock protein [Arabidopsis thaliana] 
162056 

LIB3177-033-P1-K2-C3 

BLASTX 

g2781354 

674 

4.0e-71 

140 

92 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
162057 

LIB3177-033-P1-K2-C8 

BLASTX 

g2119846 

303 

8.0e-28 

77 

73 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162058 

LIB3177-033-P1-K2-D1 

BLASTX 

g730645 

488 

3.0e-49 
109 
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% identity 

NCBI Description 



89 

4 OS RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_einb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ {Z23162) ribosomal protein S15. 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ {AC000lb4) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162059 

LIB3177-033-P1-K2-D12 

BLASTX 

g2199574 

126 

l.Oe-13 

65 

66 

(AF004293) aquaporin [Brassica rapa] 
162060 

LIB3177-033-P1-K2-D2 

BLASTX 

g2827143 

182 

7.0e-14 

58 

64 

(AF027174) cellulose" synthase catalytic subunit 
[Arabidopsis thaliana] 

162061 

LIB3177-033-P1-K2-D9 

BLASTX 

g3023217 

474 

l.Oe-47 

139 

74 

14-3-3-LIKE PROTEIN GF14 NU >gi_1531631 (060445) GB:14 nu 
[Arabidopsis thaliana] 

162062 

LIB3177-033-P1-K2-E1 

BLASTX 

g2246621 

54 

2.0e-36 

111 

73 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

162063 

LIB3177-033-P1-K2-E10 

BLASTX 

g4406780 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



480 

3.0e-57 

149 

78 

(AC006532) putative inulti3panning membrane protein 
[Arabidopsis thaliana] 

162064 

LIB3177-033-P1-K2-E2 

BLASTX 

g3123264 

525 

l.Oe-53 

126 

84 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162065 

LIB3177-033-P1-K2-E3 

BLASTX 

g2507587 

248 

3.0e-21 

55 

82 

METALLOTHIONEIN-LIKE PROTEIN 2A (MT-2A) (MT-K) (MT-IG) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 {U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_1580892_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 



Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



162066 

LIB3177-033-P1-K2-E4 
BLASTX 
g4337175 
628 

l.Oe-65 
131 
94 

(AC006416) 
gb_T04111, 
gb_R90004, 

gb_AA720210 come from this gene. [Arabidopsis thaliana] 
162067 

LIB3177-033-P1-K2-E6 
BLASTX 
g4586256 
510 

6.0e-52 
118 
86 

{AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 



Seq. No. 



162068 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-033-P1-K2-E8 

BLASTX 

gl26766 

442 

4.0e-44 

100 

88 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

162069 

LIB3177-033-P1-K2-E9 

BLASTN 

gl6192 

56 

7.0e-23 

128 

28 

A.thaliana atslB, ats2B and ats3B gene for 

ribulose-1, 5-biphosphate carboxylase small subunit (rbcS) 

(EC 4.1.1.39) 

162070 

LIB3177-033-P1-K2-F2 

BLASTX 

g4263525 

433 

6,0e-43 

112 

76 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

162071 

LIB3177-033-P1-K2-F3 

BLASTN 

g4539448 

355 - 

O.Oe+00 

419 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5C23 
(ESSA project) 

162072 

LIB3177-033-P1-K2-F4 

BLASTX 

g2129770 

215 

2.0e-17 

89 

46 

xyloglucan endotransglycosylase-related. protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
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transferase related protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162073 

LIB3177-033-P1-K2-F5 

BLASTX . 

g2129640* 

578 

8.0e-60 

133 

87 

magnesium chelatase chain - Arabidopsis thaliana 
>gi_1154 627_emb_CAA92802_ {Z68495) magnesium chelatase 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162074 

LIB3177-033-P1-K2-G1 

BLASTX 

g3273743 

457 

l.Oe-45 

100 

88 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162075 

LIB3177-033-P1-K2-G2 

BLASTX 

g3122753 

370 

l.Oe-35 

90 

79 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162076 

LIB3177-033-P1-K2-G3 

BLASTX 

g2146733 

341 

2.0e-32 

87 

71 

GASTl protein homolog (clone GASAl) 



- Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162077 

LIB3177-033-P1-K2-G4 

BLASTX 

g687677 

409 

3.0e-40 

103 

84 

{U19925) unknown [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162078 

LIB3177-033-P1-K2-G8 

BLASTX 

gl32005 

353 

8.0e-34 

89 

78 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 

(RUBISCO LARGE SUBUNIT) >gi_68145_j)ir RKRZL 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
precursor - rice chloroplast >gi_11992_emb_CAA34004_ 
(X15901) rbcL; RuBisCO large subunit [Oryza sativa] 
>gi_344017_dbj_BAA00147_ (D00207) ribulose 1, 5-bisphosphate 
carboxylase large subunit [Oryza sativa] 

>gi_226613_prf 1603356AK ribulose bisphosphate carboxylase 

oxygenase L [Oryza sativa] 



Seq. No. 


162079 


Seq. ID 


LIB3177-033- 


Method 


BLASTX 


NCBI GI 


g2342727 


BLAST score 


531 


E value 


2.0e-54 


Match length 


123 


% identity 


81 


NCBI Description 


(AC002341) ] 


Seq. No. 


162080 


Seq. ID 


LIB3177-033 


Method 


BLASTN 


NCBI GI 


g3702315 


BLAST score 


188 


E value 


l.Oe-101 


Match length 


427 


% identity 


95 


NCBI Description 


Arabidopsis 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162081 

LIB3177-033-P1-K2-H12 

BLASTX 

g2119846 

350 

2.0e-33 

83 

81 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



162082 

LIB3177-033-P1-K2-H2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4314374 

302 

l.Oe-169 
337 

97 ** *- ' 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana]* 

162083 

LIB3177-033-P1-K2-H3 

BLASTX 

g4512122 

516 

l.Oe-52 

124 

83 

(AF131219) chorismate mutase 3 [Arabidopsis thaliana] 
162084 

LIB3177-033-P1-K2-H4 

BLASTN 

g3763944 

121 . 

l.Oe-61 

300 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

162085 

LIB3177-033-P1-K2-H5 

BLASTN 

g2564044 

136 

2.0e-70 

364 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162086 

LIB3177-033-P1-K2-H8 

BLASTN 

g4587641 

170 

8.0e-91 

262 

91 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 

162087 

LIB3177-035-P1-K2-A2 

BLASTX 

g2996158 

327 



BAC F20D21 genomic 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

61 

84 

(AF051753) GASA5-like protein [Picea mariana] >gi_2996160 

(AF051754) GASA5-like protein [Picea mariana] 

162088 

LIB3177-035-P1-K2-A3 

BLASTX 

gll69476 

654 

9.0e-69 

125 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



162089 

LIB3177-035-P1-K2-A4 

BLASTX 

gll70159 

343 

3.0e-32 

73 

96 

HISTONE H2B 
162090 

LIB3 17 7-035- ri-K2-Bl 

BLASTX 

g2764941 

600 

2.0e-62 

106 

98 

(X98255) transcriptionally stimulated by gibberellms ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162091 

LIB3177-035-P1-K2-B2 

BLASTX 

g2062167 

534 

l.Oe-54 

108 ' 
94 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162092 

LIB3177-035-P1-K2-B4 

BLASTX 

g2062167 

4 93 

6.0e-50 



21530 



Match length 

% identity 

NCBI Description 



96 
96 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162093 

LIB3177-035-P1-K2-B6 

BLASTX 

gl769905 

321 

2.0e-35 

128 

63 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis' thaliana] 

162094 

LIB3177-035-P1-K2-C2 

BLASTN 

g3738313 

145 

l.Oe-75 

443 

97 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162095 

LIB3177-035-P1-K2-C4 

BLASTN 

g3763915 

24 

l.Oe-03 

313 

74 

Arabidopsis thaliana chromosome II BAC F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162096 

LIB317 7-035-P1-K2-D1 

BLASTX 

g2500435 

266 

3.0e-23 

74 

66 

30S RIBOSOMAL PROTEIN SIO >gi_1653406_dbj_BAA18320_ 
(D90913) 30S ribosomal protein SIO [Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162097 

LIB3177-035-P1-K2-D4 

BLASTX 

g4741940 

678 

l.Oe-71 

145 

86 



21531 



NCBI Description (AF134120) Lhca2 protein [Arabidopsis thaliana] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162098 

LIB3177-035-P1-K2-E1 
BLASTX 

g2244837 , 
352 

l.Oe-33 
82 

{Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_emb_CAA73618.1_ (Y13175) multicatalytic 
endopeptidase (Arabidopsis thaliana] >gi_3421114 (AF0435351 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162099 

LIB3177-035-P1-K2-E4 

BLASTN 

g3399678 

331 

O.Oe+00 

399 

96 

Arabidopsis thaliana chromosome 1 BAC F13M7 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162100 

LIB3177-035-P1-K2-F1 

BLASTN . 

g4544461 

315 

l.Oe-177 

438 

98 

Arabidopsis thaliana chromosome II BAC F23E6 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162101 

LIB3177-035-P1-K2-F11 

BLASTN 

g472876 

36 

5.0e-ll 
60 

90 . ^ 

A. thaliana mRNA for plasma membrane intrinsic protein 2a 

162102 

LIB3177-035-P1-K2-F3 

BLASTX 

g282865 

526 

l.Oe-53 

123 

83 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi 16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 



21532 



protein [Arabidopsis thaliana] >gi_166644 {M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_einb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

162103 

LIB3177-035-P1-K2-F4 
BLASTX 
gl20667 
654 

l.Oe-68 
142 
8 9 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

Seq. No. 162104 

Seq. ID LIB3177-035-P1-K2-F9 

Method BLASTX 

NCBI GI gl370092 

BLAST score 218 

E value l.Oe-17 

Match length 97 

% identity 24 ^ 

NCBI Description (X96669) kinase [Gallus gallus] 
162105 

LIB3177-035-P1-K2-G12 
BLASTX 
g2119846 
168 

3.0e-12 
58 

66 ^ 
chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

Seq. No. 162106 

Seq. ID LIB3177-035-P1-K2-G2 

Method BLASTX 

NCBI GI g3421346 

BLAST score 591 

E value 2.0e-61 

Match length 131 

% identity 89 

NCBI Description (AJ007723) ribosomal protein S4 [Orobanche minor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162107 

LIB3177-035-P1-K2-H3 

BLASTX 

gll5783 

288 

3.0e-26 

84 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_eiTib_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162108 

LIB3177-035-P1-K2-H4 

BLASTN 

g2828266 

206 

l.Oe-112 

258 

95 

Arabidopsis thaliana itiRNA for geranylgeranyl reductase 



162109 

LIB3177-036-P1-K1-A4 

BLASTX 

g2117612 

298 

5.0e-27 

105 

62 

catalase (EC 1.11.1.6) 



Arabidopsis thaliana 



162110 

LIB3177-036-P1-K1-B1 

BLASTX 

g99688 

257 

3.0e-22 

96 

55 

translation elongation factor eEF-1 alpha chain (gene A4 ) 
Arabidopsis thaliana >gi_29578 9_emb_CAA34 456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162111 

LIB3177-036-P1-K1-B2 

BLASTX 

g2764941 

314 

7.0e-29 

104 

55 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



21534 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162112 

LIB3177-036-P1-K1-B3 

BLASTX 

g2119846 

441 

7.0e-44 

125 

71 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

162113 

LIB3177-036-P1-K1-C12 

BLASTX 

gl32090 

380 

l.Oe-36 

118 

64 

RIBULOSE BISPHOSPHATE* CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162114 

LIB3177-036-P1-K1-C3 

BLASTX 

g4585935 

270 

6.0e-24 

83 

63 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4741946_gb__AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162115 

LIB3177-036-P1-K1-C5 

BLASTN 

g4185120 

60 

2.0e-25 

164 

84 

Arabidopsis thaliana chromosome 1 BAC F5F19 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 
Method 



162116 

LIB3177-036-P1-K1-D1 
BLASTX 



21535- 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2506443 
267 

2.0e-23 

93 

59 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162117 

LIB3177-036-P1-K1-D3 

BLASTN 

g4662640 

66 

l.Oe-28 

222 
37 

Arabidopsis thaliana chromosome II BAG F15K19 genomic 
sequence, complete sequence 

162118 

LIB3177-036-P1-K1-D5 

BLASTN 

g2815519 

32 

l.Oe-08 

100 

83 

Arabidopsis thaliana BAG T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162119 

LIB3177-036-P1-K1-D6 

BLASTX 

g2199574 

253 

4 .Oe-22 

70 

69 

(AF004293) aquaporin [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162120 

LIB3177-036-P1-K1-E11 

BLASTN 

g2894557 

38 

3.0e-12 

58 

91 

Arabidopsis thaliana DNA chromosome 4, BAG clone T805 
(ESSAII project) 



21536 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162121 

LIB3177-036-P1-K1-E2 

BLASTX 

g2244837 

258 

2.0e-22 

102 

57 

{Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_emb_CAA73618.1_ {Y13175) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162122 

LIB3177-036-P1-K1-E3 

BLASTX 

g4580527 

277 

l.Oe-24 

99 

62 

{AF036307) scarecrow-like 11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162123 

LIB3177-036-P1-K1-E6 

BLASTX 

g3158370 

169 

2.0e-12 

53 

66 

(AF035382) catalase 3 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162124 

LIB3177-036-P1-K1-E9 

BLASTX 

gl732570 

268 

l.Oe-23 

113 

56 

{U72153) beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162125 

LIB3177-036-P1-K1-F1 

BLASTN 

g2642152 

74 

2.0e-33 

362 

80 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



162126 

LIB3177-036-P1-K1-F2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4544461 

134 

3.0e-69 

337 

88 

Arabidopsis thaliana chromosome II BAG F23E6 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ■ 

E value 

Match length 

% identity 

NCBI Description 



162127 

LIB3177-036-P1-K1-F9 

BLASTX 

g4589980 

220 

6.0e-18 

97 

51 

{AC007195) cyclophilin, 



3' partial [Arabidopsis thaliana] 



162128 

LIB3177-036-P1-K1-G4 

BLASTX 

gl66834 

318 

3.0e-33 

104 

77 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 {AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-P1-K1-G5 



162129 
LIB3177-036 
BLASTX 
gl66835 
305 

4.0e-28 
94 
70 

(M86720) 
activase 

Rubisco activase [Arabidopsis thaliana] 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642170 (AC003000) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162130 

LIB3177-036-P1-K1-H1 

BLASTX 

g2388891 

292 - 

2.0e-26 

98 

65 

{Y14765) calmodulin [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162131 

LIB3177-036-P1-K1-H3 

BLASTX 

g4049349 



21538 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213 

3.0e-17 

102 

48 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

162132 

LIB3177-036-P1-K2-A1 

BLASTX 

g541858 

497 

4.0e-60 

121 

96 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

162133 

LIB3177-036-P1-K2-A10 

BLASTN 

gl66695 

108 

5.0e-54 

156 

92 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162134 

LIB3177-036-P1-K2-A11 

BLASTN 

g4678291' 

64 

7.0e-28 

132 

89 

Arabidopsis thaliana DNA chromosome 3, BAG clone F28P10 
(ESSA project) 

162135 

LIB3177-036-P1-K2-A2 

BLASTX 

g4008008 

234 

6.0e-20 

77 

62 

(AF084035) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162136 

LIB3177-036-P1-K2-A3 

BLASTX 

gl703091 



21539 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



473 

2.0e-47 

109 

85 

ACYL CARRIER PROTEIN, MITOCHONDRIAL PRECURSOR (ACP) 
(NADH-UBIQUINONE OXIDOREDUCTASE 9 . 6 KD SUBUNIT) (MTACP-1) 
>gi_903689 (L23574) acyl carrier protein precursor 
[Arabidopsis thaliana] >gi_3341682 (AC003672) acyl carrier 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162137 

LIB3177-036-P1-K2-A4 

BLASTX 

g2244780 

212 

2.0e-17 

49 

88 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ^ 

% identity 

NCBI Description 



162138 

LIB3177-036-P1-K2-A5 

BLASTX 

gl32110 

228 

4 .Oe-19 

65 

69 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162139 

LIB3177-036-P1-K2-A6 

BLASTX 

g2462746 

378 

l.Oe-36 
84 
89 

{AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162140 

LIB3177-036-P1-K2-A7 

BLASTN 

g4757415 

57 

l.Oe-23 

207 

88 

Arabidopsis thaliana genomic DNA, 
MYN21, complete sequence 



chromosome 5, PI clone: 



21540 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162141 

LIB3177-036-P1-K2-A9 

BLASTX 

g2764941 

372 

6.0e-38 

102 • 
82 

{X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162142 

LIB3177-036-P1-K2-B1 

BLASTX 

g2764941 

607 

3.0e-63 

106 

100 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162143 
LIB3177-036- 
BLASTX 
g2119848 
731 

8.0e-78 

140 

100 

chlorophyll 

Arabidopsis 

photosystem 

[Arabidopsis 

photosystem' 

[Arabidopsis 

photosystem 

[Arabidopsis 



P1-K2-B2 



a/b-bindi 
thaliana 
II type I 
thaliana 
II type I 
thaliana 
II type^. I 
thaliana 



ng protein type I precursor LhblBl 
>gi_16366_emb_CAA4 5789_ {X64459) 

chlorophyll a /b binding protein 
] >gi_3128229 (AC004077) putative 

chlorophyll a/b binding protein 
] >gi_3337372 (AC004481) putative 
chlorophyll a/b binding protein 

] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162144 

LIB3177-036-P1-K2-B4 

BLASTX 

g2062159 

400 

4.0e-39 

105 

38 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162145 

LIB3177-036-P1-K2-B8 

BLASTN 

g3367500 

33 



21541 



E value 
Match length 
% identity 
NCBI Description 



Seqi No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-09 

107 

87 

REVERSE-COMPLEMENT OF: F23J3 , GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

162146 

LIB3177-036-P1-K2-C1 

BLASTX 

g2232354 

216 

2.0e-17 

113 

40 

{AF006081) UDPG glucosyltransf erase [Solanum berthaultii] 
162147 

LIB3177-036-P1-K2-C10 

BLASTX 

g2119846 

170 

2.0e-12 

76 

47 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

162148 

LIB3177-036-P1-K2-C11 

BLASTX 

gl32102 

677 

2.0e-71 

130 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA327 01_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162149 

LIB3177-036-P1-K2-C12 

BLASTN 

gl4342 

132 

4 .Oe-68 

272 

87 

A. thaliana mRNA for carbonic anhydrase 



21542 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162150 

LIB3177-036-P1-K2-C2 

BLASTX 

g4585935 

653 

l.Oe-68 ■ 

125 

98 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi__4741946_gb_AAD28770 . 1_AF134123 
{AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



162151 

LIB3177-036-P1-K2-C3 

BLASTX 

g2506443 

314 

4.0e-29 

83 

71 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosjjhorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabrdopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

162152 

LIB3177-036-P1-K2-C4 

BLASTX 

g4220457 

447 

l.Oe-44 

119 

32 

(AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosinase-binding protein from Arabidopsis thaliana BAC 
gb_AC004747. EST gb_N96478 comes from this gene. 
[Arabidopsis thaliana] 

162153 

LIB3177-036-P1-K2-C6 

BLASTX 

g4585614 

167 

8.0e-12 

85 

46 

(AL049628) L-aspartate oxidase [Streptomyces coelicolor] 
162154 

LIB3177-036-P1-K2-D1 

BLASTX 

gl33872 



21543 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



321 

9.0e-30 

82 

73 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 

>gi_282838__pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir ^A44121 small subunit ribosomal - 

protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
{X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

162155 

LIB3177-036-P1-K2-D2 

BLASTN 

g4662640 

113 

l.Oe-56 

264 

19 

Arabidopsis thaliana chromosome II BAG F15K19 genomic 
sequence, complete sequence 

162156 

LIB3177-036-P1-K2-D4 

BLASTX 

g4587564 

235 

3.0e-20 

44 

100 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb_Z18178, gb_T14133, 
gb_N65521, gb_T42498, gb_T41918, gb_N38024 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162157 

LIB3177-036-P1-K2-D5 

BLASTX 

gll75011 

479 

8.0e-53 

107 

99 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

162158 

LIB3177-036-P1-K2-E1 

BLASTX 

g2244837 

548 

2.0e-56 

110 

98 



21544- 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_einb_CAA73618.1_ (Y13175) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
205 proteasome beta subunit PBD2 [Arabidopsis thaliana] 

162159 

LIB3177-036-P1-K2-E10 

BLASTX 

g2894564 

220 

6.0e-18 

40 

100 

{AL021890) putative protein [Arabidopsis thaliana] 
162160 

LIB3177-036-P1-K2-E11 

BLASTN 

g2894557 

50 

l.Oe-19 
94 

88 ■ 

Arabidopsis thaliana DNA chromosome 4, BAC * clone T805 
(ESSAII project) 

162161 

LIB3177-036-P1-K2-E2 

BLASTX 

g4580527 

602 

l.Oe-62 

116 

99 

(AF036307) scarecrow-like 11 [Arabidopsis thaliana] 
162162 

LIB3177-036-P1-K2-E3 

BLASTX 

gl346758 

279 

8.0e-25 

70 

84 

SERINE/THREONINE PROTEIN PHOSPHATASE PPl ISOZYME 4 ^ 

>gi_421853_pir S31088 phosphoprotein phosphatase (EC 

3.1T3.I6) 1 catalytic chain (clone T0PP4 ) - Arabidopsis 
thaliana >gi_166801 (M93411) phosphoprotein phosphatase 1 

[Arabidopsis thaliana] >gi_2642169 (AC003000) 
serine/threonine protein phosphatase PPl isozyme 4 (T0PP4) 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162163 

LIB3177-036-P1-K2-E4 

BLASTX 

g2507092 

230 



21545 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-19 

55 

85 

PROTOCHLOROPHYLLIDE REDUCTASE PRECURSOR (PCR) 
(NADP.H-PROTOCHLOROPHYLLIDE OXIDOREDUCTASE) >gi_968977 
(U29785) NADPHzprotochlorophyllide oxidoreductase B 

[Arabidopsis thaliana] >gi_1583456_prf 21204 4 IB 

protochlorophyllide oxidoreductase [Arabidopsis thaliana] 

162164 

LIB3177-036-P1-K2-E5 

BLASTX 

g2117612 

368 

3.0e-44 
98 
95 

catalase (EC 1.11.1.6) : 



Arabidopsis thaliana 



162165 

LIB3177-036-P1-K2-E9 

BLASTN 

g472872 

40 

2.0e-13 
127 

83 . ^ 

A. thaliana itiRNA for plasma membrane intrinsic protein la 

162166 

LIB3177-036-P1-K2-F1 

BLASTN 

g4544461 

277 

l.Oe-154 

340 

97 

Arabidopsis thaliana chromosome II BAC F23E6 genomic 
sequence, complete sequence 

162167 

LIB3177-036-P1-K2-F4 

BLASTX 

g4689386 

198 

2.0e-15 
58 
" 67 

{AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162168 

LIB3177-036-P1-K2-F6 

BLASTX 

gl32166 

378 

4,0e-40 



21546 



Match length 

% identity 

NCBI Description 



108 
85 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_81 660_pir S04048 

ribulose-bisphosphate carboxylase activase precursor - 
Arabidopsis thaliana >gi_16471_enib_CAA32429_ (X14212) 
rubisco activase (AA 1 - 473) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162169 

LIB3177-036-P1-K2-F7 

BLASTN 

g2246620 

32 

9.0e-09 

60 

88 

Arabidopsis thaliana salt-stress induced tonoplast 
intrinsic protein itiRNA, complete cds 

162170 

LIB3177-036-P1-K2-F8 

BLASTX 

g2129569 

363 

8.0e-35 - 

93 

75 

cytosolic cyclophilin R0C3 - Arabidopsis thaliana 
>gi 1305455 (U40399) cytosolic cyclophilin [Arabidopsis 
thaliana] >gi_4581104_gb_AAD24594 . 1_AC005825__1 (AC005825) 
cytosolic cyclophilin (R0C3) [Arabidopsis thaliana] 



Seq. No. 


162171 


Seq. ID 


LIB3177-036-P1-K2-G3 


Method 


BLASTX 


NCBI GI 


gl362058 


BLAST score 


508 


E value 


l.Oe-51 


Match length 


108 


% identity 


61 


NCBI Description 


calmodulin - garden pea 


Seq. No. 


162172 


Seq. ID 


LIB3177-036-P1-K2-G4 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


544 


E value 


6. Oe-56 


Match length 


117 


% identity 


92 


NCBI Description 


{M86720) ribulose bisph* 



Seq. No. 
Seq, ID 
Method 



activase [Arabidopsis thalianaj >gi_-^b4. 
Rubisco activase [Arabidopsis thaliana] 

162173 

LIB3177-036-P1-K2-H2 
BLASTX 



21547 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4049349 
56 

2.0e-34 

106 

77 

{AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

162174 

LIB3177-036-P1-K2-H3 

BLASTX 

g3158370 

286 

4.0e-26 

63 

87 

(AF035382) catalase 3 [Arabidopsis thaliana] 
162175 

LIB3177-038-P1-K1-A11 

BLASTN 

g2059328 

49 

2.0e-18 

109 

86 

A. thaliana gene encoding shaggy-like kinase gamma 
162176 

LIB3177-038-P1-K1-A6 

BLASTN 

g2288979 

99 

2.0e-48 
349 
8 6 

Arabidopsis thaliana chromosome II BAC TO 102 4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162177 

LIB3177-038-P1-K1-A8 

BLASTX 

g2062164 

61 

6.0e-13 

75 V 

48 . 
(AC001645) jasmonate inducible protein isolog [Arabidopsis 

thaliana] 



Seq. No. 162178 

Seq. ID LIB3177-038-P1-K1-A9 

Method BLASTN 

NCBI GI g3169169 

BLAST score 50 

E value 4.0e-19 

Match length 282 



21548 



% identity 78 

NCBI Description Arabidopsis .thaliana chromosome II BAC F21P2 4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162179 

LIB3177-038-P1-K1-B12 

BLASTN 

gl020156 

86 

l.Oe-40 

295 

82 

Arabidopsis thaliana clone myb7 DNA-binding protein mRNA, 
complete cds 

162180 

LIB3177-038-P1-K1-B9 

BLASTX 

g2911055 

177 

5.0e-13 

93 

49 

(AL021961) putative protein [Arabidopsis thaliana] 
162181 

LIB3177-038-P1-K1-C9 
BLASTX . 
g2583125 
34 4 

l.Oe-32 

92 

73 

{AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162182 

LIB3177-038-P1-K1-D10 

BLASTX 

g2062161 

342 

3.0e-32 

101 

66 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162183 

LIB3177-038-P1-K1-D11 

BLASTN 

g3702731 

103 

l.Oe-50 

332 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 



21549 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162184 

LIB3177-038-P1-K1-D12 

BLASTN 

g2760168 

82 

2.0e-38 

234 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE6, complete sequence [Arabidopsis thaliana] 

162185 

LIB3177-038-P1-K1-D7 

BLASTN 

g2351068 

58 

5.0e-24 

174 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRHIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



162186 

LIB3177-038-P1-K1-E10 

BLASTX 

g3228664 

159 

l.Oe-10 

78 

46 

(AF069986) nitrilase and fragile histidine triad fusion 
protein NitFhit [Caenorhabditis elegans] 

162187 

LIB3177-038-P1-K1-E11 

BLASTX 

g3983125 

176 

3.0e-21 

109 

59 

{AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

162188 

LIB3177-038-P1-K1-E12 

BLASTN 

g984051 

51 

8.0e-20 

138 

85 

A. thaliana mRNA for thiogiucoside glucohydrolase 
162189 

LIB3177-038-P1-K1-F11 



21550 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3882356 

289 

5.0e-26 

109 

61 

(U92460) 12-oxophytodienoate reductase 0PR2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162190 

LIB3177-038-P1-K1-F12 

BLASTN 

g3128137 

50 

4.0e-19 

286 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 



TAC clone: 



162191 

LIB3177-038-P1-K1-F6 

BLASTX 

gl32074 

250 

3.0e-23 

121 

56 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBQNIT lA) >gi__680 63_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

162192 

LIB3177-038-P1-K1-F7 

BLASTX 

g2506443 

300 

3.0e-27 • 

107 

59 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2 1 1 7 5 2 0_pi r JQ 1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 

162193 

LIB3177-038-P1-K1-F8 

BLASTN 

g4589436 

139 

4.0e-72 



21551 



Match length 291 

% identity 87 c o-. i 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MPA22, complete sequence 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162194 

LIB3177-038-P1-K1-G10 

BLASTN 

g4519195 

33 

5.0e-09 

85 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MQC12, complete sequence 

162195 

LIB3177-038-P1-K1-G11 

BLASTX 

g3063442 

209 

l.Oe-16 
102 
4 9 

(AC003981) F22013.6 [Arabidopsis thaliana] 
162196 

LIB3177-038-P1-K1-H10 

BLASTN 

g2264306 

52 

3.0e-20 

207 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK5, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162197 

LIB3177-03B-P1-K1-H11 

BLASTX 

gll3024 

352 

3.0e-33 

139 

55 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

162198 

LIB3177-038-P1-K1-H12 

BLASTX 

g2500681 

255 

4.0e-22 

87 

60 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 



21552 



(RUBISCO LARGE SUBUNIT) >gi_535102_emb_CAA57012_ (X81106) 
ribulose bisphosphate carboxylase large subunit [Sherardia 
arvensis] 

Seq. No. 162199 

Seq. ID '.'LIB3177-038-P1-K1-H7 

Method BLASTN 

NCBI GI g3608126 

BLAST score 4 3 

E value 5.0e-15 

Match length 151 

ScBI^Deic^iption Arabidopsis thaliana chromosome II BAG T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162200 

LIB3177-038-P1-K2-A12 
BLASTN 
g2288979 
168 

l.Oe-89 
264 
91 

Arabidopsis thaliana chromosome II BAG T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162201 

LIB3177-038-P1-K2-A3 
BLASTN 
g2062153 
34 

6.0e-10 
143 
89 

Arabidopsis thaliana chromosome III BAG T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162202 

LIB3177-038-P1-K2-A5 
BLASTX 
g3169185 
313 

6.0e-29 
65 
92 

(AG004401) unknown protein [Arabidopsis thaliana] 

Seq. No. 162203 

Seq. ID LIB3177-038-P1-K2-A6 

Method BLASTN 

NCBI GI g456508 

BLAST score 117 

E value 3.0e-59 

Match length 164 

% identity 95 

NGBI Description A. thaliana ASK-gamma mRNA 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



21553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162204 

LIB3177-038-P1-K2-B1 

BLASTN 

g3169169 

246 

l.Oe-136 

250 

71 

Arabidopsis thaliana chromosome II BAC F21P2 4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162205 

LIB3177-038-P1-K2-B11 

BLASTN 

g4309683 

73 

4.0e-33 

157 

87 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

162206 

LIB3177-038-P1-K2-B12 

BLASTN 

g3402671 

34 

l.Oe-09 

158 

88 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162207 

LIB3177-038-Pl"K2^B2 

BLASTX 

g2894378 

366 

4.0e-35 

119 

61 

{Y14573) putative ribophorin I homologue [Hordeum vulgare] 
162208 

LIB3177-038-P1-K2-B3 

BLASTN 

g2245073 

62 

l.Oe-26 
101 
91 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 
Seq. ID 
Method 



162209 

LIB3177-038-P1-K2-C1 
BLASTX 



21554 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2911055 
255 

l.Oe-22 

71 

7 3 

(AL021961) putative protein [Arabidopsis thaliana] 
162210 

LIB3177-038-P1-K2-C4 

BLASTX 

g2129777 

538 

3.0e-55 

119 

88 

Y4 9 protein - Arabidopsis thaliana >gi_928969_emb_CAA62033_ 
(X90385) Y49 [Arabidopsis thaliana] >gi_1020157 (U26937) 
DNA-binding protein [Arabidopsis thaliana] 

>gi_4581115_gb_AAD24 605.1_AC005825_12 (AC005825) MYB-like 
protein; very similar to GB: 2129777 [Arabidopsis thaliana] 

162211 

LIB3177-038-P1-K2-D1 

BLASTX 

g2583125 

530 

2.0e-54 

106 

93 

(ACQ02387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162212 

LIB3177-038-P1-K2-D10 

BLASTX 

g421826 

309 

l.Oe-28 

72 

79 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162213 

LIB3177-038-P1-K2-D11 

BLASTX 

gl32677 

271 

3.0e-24 

87 

63 

50S RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi 71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



21555 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162214 

LIB3177-038-P1-K2-D2 

BLASTN 

g2351068 

371 

O.Oe+00 

455 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRHIO, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162215 

LIB3177-038-P1-K2-D5 

BLASTX 

g2062161 

487 

3.0e-49 

93 

49 

(AC001645) jasmonate inducible protein isolog [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162216 

LIB3177-038-P1-K2-D9 

BLASTX 

g3337361 

654 

9.0e-69 

144 

82 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
162217 

LIB3177-038-P1-K2-E4 

BLASTN 

g2760168 

177 

3.0e-95 

197 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162218 

LiB3177-038-Pl-K2-E5 

BLASTX 

g4503719 

323 

7.0e-30 

122 

50 

fragile histidine triad gene 

>gi_l 7 0 67 9 4_sp_P4 978 9_FHIT_HUMAN 

BIS (5' -ADENOSYL) -TRIPHOSPHATASE (DIADENOSINE 

5* , 5' ' ' -PI, P3-TRI PHOSPHATE HYDROLASE) 

(DINUCLEOS I DETRI PHOSPHATASE) (AP3A HYDROLASE) 



(AP3AASE) 



21556 



(FRAGILE HISTIDINE TRIAD PROTEIN) >gi_3114520_pdb__4 FIT_ 
Fhit-Apo >gi_3114524_pdb_6FIT_ Fhit-Transition State 
Analog >gi_3318895_pdb_lFHI_ Substrate Analog (Ib2) 
Complex With The Fragile Histidine Triad Protein, Fhit 
>gi_1203836 (U46922) member of the histidine triad (HIT) 
-gene family; similar to the S. pombe diadenosine 
5' , 5' ' '-Pl,P4-tetraphosphate asymmetrical hydrolase [Homo 
sapiens) >gi_1945066 (U76272) diadenosine triphosphate 
(Ap3A) hydrolase [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162219 

LIB3177-038-P1-K2-E6 

BLASTX 

g3983125 

340 

3.0e-32 

82 

85 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162220 

LIB3177-038-P1-K2-F11 

BLASTX 

g3882356 

86 

l.Oe-30 

88 

83 

(U924 60) 12-oxophytodienoate reductase 0PR2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162221 

LIB3177-038-P1-K2-F2 

BLASTX 

g2506443 

57 . 

5.0e-65 

130 

94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2 117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162222 

LIB3177-038-P1-K2-F3 

BLASTX 

g3122572 

343 

2.0e-32 
118 



21557 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
{COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434__pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_erab_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

162223 

LIB3177-038-P1-K2-F6 

BLASTX 

gl32074 

304 

2.0e-28 

69 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

162224 

LIB3177-038-P1-K2-F7 

BLASTN 

g4586241 

96 

8.0e-47 
199 
87 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T20K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162225 

LIB3177-038-P1-K2-G2 

BLASTN 

g2351069 

60 

3.0e-25 

194 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 



Seq. No. 162226 

Seq. ID LIB3177-038-P1-K2-G6 

Method BLASTN 

NCBI GI g3063438 

BLAST score 104 

E value l.Oe-51 

Match length 201 

% identity 94 

NCBI Description Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

Seq. No. 162227 

Seq. ID LIB3177-038-P1-K2-H1 

Method BLASTN 



21558 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value- 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2062153 
44 

3.0e-16 
64 

32 • 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162228 

LIB3177-038-P1-K2-H11 

BLASTX 

gll3024 

354 

3.0e-34 

69 

94 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

162229 

LIB3177-038-P1-K2-H2 

BLASTN 

g3608126 

163 

l.Oe-86 

300 

95 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162230 

LIB3177-038-P1-K2-H4 

BLASTN 

g2264306 

154 

2.0e-81 

186 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162231 

LIB3177-038-P1-K2-H5 

BLASTX 

gll3024 

322 

2.0e-30 
65 
92 

ISOCITRATE 
>gi_553043 



LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 
(M83534) isocitrate lyase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162232 

LIB3177-038-P1-K2-H6 

BLASTX 

g421969 

160 



21559 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. :^ 

Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

37 

81 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 

- coffee chloroplast (fragment) >gi_1322147_eitib_CAA4 9827_ 
(X70364) rbcL [Cof f ea. arabica] 

162233 

LIB3177-039-P1-K1-A1 

BLASTX 

g4741960 

376 

3.0e-36 

113 

64 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
162234 

LIB3177-039-P1-K1-A2 

BLASTX 

gl31398 

247 

4.0e-21 

90 

57 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi 72714 pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 4 7_einb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi__3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 

gb T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

162235 

LIB3177-039-P1-K1-A4 

BLASTX 

gl32110 

271 

3.0e-24 

79 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162236 

LIB3177-039-P1-K1-B1 

BLASTX 

g2497733 

423 

l.Oe-41 
116 



21560 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC0054 99) unknown 
protein [Arabidopsis thaliana] 

162237 

LIB3177-039-P1-K1-B3 

BLASTN 

g3449325 

65 

3.0e-28 

273 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16H17, complete sequence [Arabidopsis thaliana] 



162238 

LIB3177-039-P1-K1-C1 

BLASTN 

gl6371 

91 

8.0e-44 

183 

87 

A. thaliana gene (LHCP AB 180) 
protein 



for chlorophyll a/b binding 



162239 

LIB3177-039-P1-K1-C3 

BLASTX 

gl32074 

366 

4.0e-35 

120 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

162240 

LIB3177-039-P1-K1-C4 

BLASTN 

g3510340 

81 

2.0e-37 

360 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDNll/ complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162241 

LIB3177-039-P1-K1-D2 

BLASTN 

g3128143 

34 



21561 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-09 

129 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTI20, complete sequence [Arabidopsis thaliana] 

162242 

LIB3177-039-P1-K1-D3 

BLASTX 

g3850914 

368 

3,0e-35 
119 

66 . ^ 

(AF060397) ATP synthase beta subunit [Stirlingia latifolia] 

162243 

LIB3177-039-P1-K1-D4 

BLASTN 

g259446 

53 

7.0e-21 

227 

83 

glycine-rich protein {clone atGRP-3} [Arabidopsis thaliana, 
C24, mRNA, 680 nt] 

162244 

LIB3177-039-P1-K1-E1 

BLASTX 

g3286693 

280 

6.0e-25 

118 

57 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

162245 

LIB3177-039-P1-K1-E2 

BLASTX 

g2342674 

304 

9.0e-28 

129 

53 

(AC000106) Similar to ATP-dependent Clp protease 
(gb_D90915) . EST gb_N65461 comes from this gene. 
[Arabidopsis thaliana] 

162246 

LIB3177-039-P1-K1-E3 

BLASTN 

gl495268 

46 

l.Oe-16 
138 



21562 



% identity 83 

NCBI Description A.thaliana mRNA (orfl9) from chromosome III 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162247 

LIB3177-039-P1-K1-E4 

BLASTX 

g2119846 ' 

334 

2.0e-31 

108 

66 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

162248 

LIB3177-039-P1-K1-F3 

BLASTN 

g2584827 

94 

3.0e-45' 
186 
8 8 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

162249 

LIB3177-039-P1-K1-G2 

BLASTX 

gl531762 

163 

4 .Oe-11 

51 

69 . 
(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162250 

LIB3177-039-P1-K1-H1 

BLASTX 

g2924779 

248 

3.0e-21 

104 

56 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ {AB008855) 3-lcetoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



162251 

LIB3177-039-P1-K2-A1 



21563 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4741960 

488 

3.0e-49 
115 

83 . 

{AF134130) LhcbS protein [Arabidopsis thaliana] 
162252 

LIB3177-039-P1-K2-A11 

BLASTX 

g4741952 

496 

3.0e-50 

93 

69 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
162253 

LIB3177-039-P1-K2-A2 

BLASTX 

gl31398 

438 

l.Oe-43 

98 — 
89 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi 72714_pir F2MU10 photosystem II lOK proteinvprecursor 

- Arabidopsis thaliana >gi__164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi 3152571 {AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb~N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

162254 

LIB3177-039-P1-K2-A4 

BLASTX 

gl32110 

207 

6.0e-17 

68 

62 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1,39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162255 

LIB3177-039-P1-K2-B1 

BLASTX 

g2497733 

563 

4 .Oe-58 



21564 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
98 

NONSPECIFIC- LIPID-TEIANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaiiana] >gi_3786018 (AC0054 99) unknown 
protein [Arabidopsis thaiiana] 

162256 

LIB3177-039-P1-K2-B3 

BLASTN 

g3449325 

120 

8.0e-61 

417 

95 

Arabidopsis thaiiana genomic DNA, chromosome 5, TAC clone: 
K16H17, complete sequence [Arabidopsis thaiiana] 

162257 

LIB3177-039-P1-K2-C1 

BLASTX 

gll5767 

521 

3.0e-53 

100 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaiiana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaiiana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaiiana] 

162258 

LIB3177-039-P1-K2-C3 

BLASTX 

gl32074 

681 

6.0e-72 

131 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaiiana 

162259 

LIB3177-039-P1-K2-C4 

BLASTX 

g2194130 

211 

9.0e-17 

138 

47 

(AC002062) Similar to Nicotiana 5-epi-aristolochene 
synthase (gb_L04680) . [Arabidopsis thaiiana] 



21565 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162260 

LIB3177-039-P1-K2-C5 

BLASTN 

g3510340 

61 

4.0e-26 

145 

84 

Axabidopsis thaliana genomic DNA, chromosome 5, 
MDNll, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162261 

LIB3177-039-P1-K2-D1 

BLASTN 

gl871173 

269 

l.Oe-149 

397 

94 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162262 

LIB3177-039-P1-K2-D10 

BLASTN 

g2642152 

51 

9.0e-20 

160 

86 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162263 

LIB3177-039-P1-K2-D2 

BLASTN 

g3128143 

123 

l.Oe-62 

354 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162264 

LIB3177-039-P1-K2-D3 

BLASTX 

g4206564 

192 

8.0e-15 

76 

57 

(AF066828) ATP synthase beta subunit 
pulverulent um] 



[Cneorum 



Seq. No. 



162265 



21566 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-039-P1-K2-D4 

BLASTX 

g259447 

145 

3.0e-09 

47 

74 

(S47409) glycine-rich protein, atGRP {clone atGRP-3} 
[Arabidopsis thaliana, C24, Peptide, 145 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162266 

LIB3177-039-P1-K2-E10 

BLASTN 

g4519183 

83 

7.0e-39 

229 

95 

Arabidopsis thaliana genomic DNA, 
K15C23, complete sequence 



chromosome 5, TAG clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162267 

LIB3177-039-P1-K2-E2 . 

BLASTX 

g2342674 

85 

l.Oe-41 

115 

72 

(AC000106) Similar to ATP-dependent Clp protease 
(gb_D90915) . EST gb_N654 61 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162268 

LIB3177-039-P1-K2-E3 
BLASTX 
gl495269 
.528 

6.0e-54 

125 

83 

(X97829) product similar to ccr protein. Citrus paradisi; 
PIR: S52663 [Arabidopsis thaliana] 

>gi_1550735_emb_CAA66824_ {X98130) unknown [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162269 

LIB3177-039-P1-K2-E4 

BLASTX 

g2119846 

654 

9.0e-69 

126 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 



21567 



photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity" 

NCBI Description 



162270 

LIB3177-039-P1-K2-E5 

BLASTX 

g2119846 

4 60 

4 .Oe-46 

114 

80 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


162271 




Seq. ID 


LIB3177-039-P1-K2- 


Fl 


Method 


BLASTX 




NCBI GI 


g4651202 




BLAST score 


321 




E value 


9.0e-30 




Match length 


132 




% identity 


48 




NCBI Description 


(AB026253) copper 


amine oxidase 


Seq. No. 


162272 




Seq. ID 


LIB3177-039-P1-K2- 


■F3 


Method 


BLASTN 




NCBI GI 


g2584827 




BLAST score 


259 




E value 


l.Oe-144 




Match length 


279 




% identity 


98 




NCBI Description 


Arabidopsis thaliana chromosome 




complete sequence 


[Arabidopsis 


Seq. No. 


162273 




Seq. ID 


LIB3177-039-P1-K2- 


•F4 


Method 


BLASTN 




NCBI GI 


g2764517 




BLAST score 


54 




E value 


l.Oe-21 




Match length 


170 





1 BAC F12F1 sequence. 



% identity 

NCBI Description 



84 

Arabidopsis thaliana mRNA for ornithine 
carbamoyltransf erase, complete CDS 



Seq. No. 
Seq. ID 
Method 



162274 

LIB3177-039-P1-K2-F8 
BLASTX 



21568 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3128228 
211 

2.0e-17 

73 

60 

{AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >g'i_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 





Seq. No. 


162275 




Seq. ID 


LIB3177-039-P1-K2-G1 




Method 


BLASTN 




NCBI GI 


g3540210 






298 




E value 


l.Oe-167 




Match length 


338 




% identity 


96 




NCBI Description 


Arabidopsis thaliana chromosome I BAC F5A8 genomic 






sequence, complete sequence [Arabidopsis thaliana] 




Seq. No. 


162276 




Seq. ID 


LIB3177-039-P1-K2-G3 


i — 1 


Method 


BLASTX 




NCBI GI 


g2827551 




BLAST score 


73 


t=r = 


E value 


2.0e-16 


; 3 i 


Match length 


110 


"s" 




4 9 




NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 




Seq. No. 


162277 




Seq. ID 


LIB3177-039-P1-K2-H1 




Method 


BLASTX 




NCBI GI 


g2924779 




BLAST score 


566 




E value 


2.0e-58 




Match length 


116 


F: 


% identity 


97 




NrBT Descriotion 


(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 


1 I 


thaliana] >gi_2981616_dbj_BAA2524 8_ (AB008854) 






3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 






>gi 2981618 dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 






thiolase [Arabidopsis thaliana] 




Seq. No. 


162278 




Seq. ID 


LIB3177-039-P1-K2-H2 




Method 


BLASTN 




NCBI GI 


g3763915 




BLAST score 


21 




E value 


4.3e-02 




Match length 


75 




% identity 


34 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F14B2 genomic 






sequence, complete sequence [Arabidopsis thaliana] 




Seq. No. 


162279 




Seq. ID 


LIB3177-040-P1-K2-A12 



21569 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2924729 

47 

4 .Oe-18 

47 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162280 

LIB3177-040-P1-K2-D11 

BLASTX 

gl31381 

511 

4.0e-52 

106 

99 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_99745_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675_ {X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 



Seq. No. 


162281 


Seq. ID 


LIB3177-040-P1-K2-E12 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


261 


E value 


8.0e-23 


Match length 


90 


% identity 


59 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


162282 


Seq. ID 


LIB3177-040-P1-K2-F11 


Method 


BLASTN 


NCBI GI 


g2760164 


BLAST score 


46 


E value 


l.Oe-16 


Match length 


210 


% identity 


80 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



K18P6, complete sequence [Arabidopsis thaliana] 
162283 

LIB3177-040-P1-K2-F12 

BLASTN 

g3327922 

43 

4.0e-15 
89 

87 • 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence/ complete sequence [Arabidopsis thaliana] 



Seq. No. 



162284 



21570 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-040-P1-K2-G9 

BLASTX 

g2062156 

292 

l.Oe-26 

100 

26 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162285 

LIB3177-041-P1-K2-A1 

BLASTN 

g4662640 

151 

2.0e-79 

356 

35 

Arabidopsis thaliana chromosome II BAG F15K19 genomic 
sequence, complete sequence 

162286 

LIB3177-041-P1-K2-A10 

BLASTN 

g2618603 

263 

l.Oe-146 

395 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162287 

LIB3177-041-P1-K2-A11 

BLASTX 

gl709825 

663 

9.0e-70 
134 
100 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



162288 

LIB3177-041-P1-K2-A2 

BLASTX 

g4539324 

250 

2.0e-21 

136 

49 

{AL035679) kinesin like protein [Arabidopsis thaliana] 
162289 

LIB3177-041-P1-K2-A3 

BLASTX 

g464986 



21571 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



709 

4.0e-75 

133 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_4218'57_pir S32674 ubiquitin — protein ligase (EC 

6.3.2,19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 {L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162290 

LIB3177-041-P1-K2-A4 

BLASTX 

gl871503 

681 

7.0e-72 

141 

92 

(Y11559) beta-fructosidase [Arabidopsis thaliana] 
162291 

LIB3177-041-P1-K2-A5 

BLASTX 

gl363489 

800 

8.0e-86 

151 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162292 

LIB3177-041-P1-K2-A6 

BLASTN 

g2584827 

406 

O.Oe+00 

421 

99 

Arabidopsis thaliana chromosome 1 BAG F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162293 

LIB3177-041-P1-K2-A7 

BLASTX 

g4580953 

256 

4.0e-22 

93 

58 



21572 



NCBI Description 



(AF117734) glycerol kinase-like protein 2 [Mus musculus) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162294 

LIB3177-041-P1-K2-A8 

BLASTX 

g4586253 

204 

8.0e-17 

77 

64 

{AL049640) auxilin-like protein [Arabidopsis thaliana] 
162295 

LIB3177-041-P1-K2-A9 

BLASTX 

gll5486 

578 

8.0e-60 

134 

59 

CALMODULIN-2/3/5 >gi_99671_pir S22503 calmodulin - 

Arabidopsis thaliana >gi_1076437_pir S53006 calmodulin - 

leaf mustard >gi_214 6726_pir S71513 calmodulin - 

Arabidopsis thaliana >gi_166651 (M38380) calmodulin-2 
[Arabidopsis thaliana] >gi_166653 (M73711) calmodulin-3 
[Arabidopsis thaliana] >gi_47 4183_emb_CAA4 7 690_ (X67273) 
calmodulin [Arabidopsis thaliana] >gi_497992 (U10150) 
calmodulin [Brassica napus] >gi_899058 (M88307) calmodulin. 
[Brassica juncea] >gi_1183005_dbj_BAA08283_ (D45848) 
calmodulin [Arabidopsis thaliana] >gi_3402706 (AC004261) 
unknown protein [Arabidopsis thaliana] >gi_3885333 
(AC005623) calmodulin [Arabidopsis thaliana] 

>gi_228407_prf 1803520A calmodulin 2 [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



162296 

LIB3177-041-P1-K2-B10 

BLASTX 

g2586127 

322 

8.0e-30 

139 

49 

(U89510) b-keto acyl reductase [Hordeum vulgare] 
162297 

LIB3177-041-P1-K2-B11 

BLASTX 

g231924 

175 

l.Oe-12 

36 

89 

CYTOCHROME CI, HEME PROTEIN PRECURSOR (CLONE PC18I) 
162298 

LIB3177-041-P1-K2-B7 



21573 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2062161 

634 

2.0e-66 

130 

47 

{AC001645) 
thaliana] 



jasmonate inducible protein isolog. [Arabidopsis 



162299 

LIB3177-041-P1-K2-C11 

BLASTX 

g477280 

178 

4.0e-13 

59 

59 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit 1, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 

162300 

LIB3177-041-P1-K2-C12 

BLASTX 

gl20667 

518 

7.0e-53 

104 

96 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

162301 

LIB3177-041-P1-K2-C5 

BLASTN 

g2997685 

280 

l.Oe-156 

387 

94 

Arabidopsis thaliana putative transcriptional co-activator 
(KELP) mRNA, complete cds 

162302 

LIB3177-041-P1-K2-C7 

BLASTX 

g2738248 

663 

l.Oe-69 
153 



21574 



% identity 

NCBI Description 



Seq. No. 

Seq. ID* 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



86 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

162303 - - 

LIB3177-041-P1-K2-C8 

BLASTX 

g4538897 

271 

3.0e-24 

83 

77 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 
162304 

LIB3177-041-P1-K2-C9 

BLASTX 

g2995990 

260 

l.Oe-22 

52 

96 

{AF05374 6) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 

162305 

LIB3177-041-P1-K2-D10 

BLASTX 

g2088654 

379 

4 .Oe-37 

120 

73 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

162306 

LIB317 7-041-P1-K2-D11 

BLASTX 

gl32102 

728 

2.0e-77 

138 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
{RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

162307 

LIB3177-041-P1-K2-D4 

BLASTX 

g2493052 

347 



21575 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-33 

70 

96 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 
>gi_1655486__dbj_BAA13602_ (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

162308 

LIB3177-041-P1-K2-D7 

BLASTX 

gll72599 

741 

6.0e-79 

146 

97 

PROTEASOME COMPONENT C5 (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX SUBUNIT C5) (TAS-F22/FAFP98 ) 

>gi_600387_emb_CAA47753__ {X67338) proteosome subunit 
[Arabidopsis thaliana] 

162309 

LIB3177-041-P1-K2-D9 

BLASTX 

gl621268 

334 

2.0e-31 

92 

68 

{Z81012) unknown [Ricinus communis] 
162310 

LIB3177-041-P1-K2-E12 

BLASTX 

g2760322 . 

528 

6,0e-54 
140 

73. 

(AC002130) F1N21.7 [Arabidopsis thaliana] 
162311 

LIB3177-041-P1-K2-E5 

BLASTN 

g4757414 

200 

l.Oe-109 

232 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162312 

LIB3177-041-P1-K2-F10 

BLASTX 

g2275216 

244 

7.0e-21 



21576 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
73 

(AC002337) cytochrome c oxidase Vc subunit isolog 
[Arabidopsis thaliana] 

162313 . 

LIB3177-041-P1-K2-F11 

BLASTX 

gl703723 

563 

5.0e-58 
130 
8 6 

ATP SYNTHASE BETA CHAIN >gi_733448 (U23082) CFl ATP 
synthase beta subunit [Spinacia oleracea] 

162314 

LIB3177-041-P1-K2-F9 

BLASTX 

g4091810 

271 

4,0e-24 
61 

82 ^- 

(AF053345) fatty acid elongase 3-ketoacyl-CoA synthase 1 
[Arabidopsis thaliana] 

162315 

■LIB3177-041-P1-K2-G10 
BLASTX 
g3688799 
594 

l.Oe-61 

124 

96 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162316 

LIB3177-041-P1-K2-G11 

BLASTN 

g2827538 

264 

l.Oe-146 

464 

98 

Arabidopsis thaliana DNA 
(ESSAII project) 



chromosome 4, BAC^ clone T12H17 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162317 

LIB3177-041-P1-K2-G8 

BLASTX 

gl052960 

616 

2.0e-64 

122 

93 



21577 



NCBI Description (U37437) PNIL34 [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162318 

LIB3177-041-P1-K2-G9 

BLASTX 

gl32110 

667 

3.0e-70 

127 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
{X14 564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162319 

LIB3177-041-P1-K2-H11 

BLASTX 

g282865 

694 

2.0e-73 

136 

73 

■chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095. 1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



162320 

LIB3177-041-P1-K2-H12 

BLASTN 

g4512690 

183 

9.0e-99 

207 

97 

Arabidopsis thaliana chromosome II BAG F11A3 genomic 
sequence, complete sequence 

162321 

LIB3177-041-P1-K2-H7 

BLASTX 

g2160175 

538 

4.0e-55 

104 

99 

(AC000132) Strong similarity to Dianthus cysteine 
proteinase {gb_U17135) . [Arabidopsis thaliana] 

162322 

LIB3177-041-P1-K2-H9 
BLASTX 



21578 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl363489 
627 

l.Oe-65 

122 

95 

thioglucosidase {EC^3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

162323 

LIB3177-042-P1-K2-A10 

BLASTX 

g400923 

380 

9.0e-37 

75 

100 

RAS-RELATED PROTEIN RAB7 >gi_4 854 97_pir S33531 GTP-binding 

protein rab - garden pea >gi_20756_einb_CAA4 6600__ (X65650) 
RAS-related GTP-binding protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162324 

LIB3177-042-P1-K2-A3 

BLASTX 

g3128223 

243 

7.0e-21 ^" 

79 

66 

{AC0Q4077) unknown protein [Arabidopsis thaliana] 
>gi_3337369 (AC004481) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162325 

LIB3177-042-P1-K2-A5 

BLASTX 

g4585935 

551 

8.0e-57 

120 

88 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474 194 6_gb_AAD2 877 0 . 1_AF1 3412 3_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

162326 

LIB3177-042-P1-K2-A6 

BLASTX 

gll4532 

84 

5.0e-56 

146 

82 

ATP SYNTHASE ALPHA CHAIN >gi_67824_pir PWNTA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_11769_emb_CAA23471_ (V00162) 
alpha subunit of ATPase [Nicotiana tabacum] 



21579 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 11811_emb_CAA77341_ (Z00044) ATPase alpha subunit 

[Nicotiana tabacum] >gi_225270_prf 1211235E ATPase alpha 

[Nicotiana tabacum] 

162327 

LIB3177-042-P1-K2-A7 

BLASTX 

g3834309 

291 

3.0e-26 

121 

60 

{AC005679) Strong similarity to glycoprotein EPl gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W4 3262 come from this gene. [Arabidopsis thaliana] 

162328 

LIB3177-042-P1-K2-A9 

BLASTX 

gl514643 

122 

2.0e-06 

149 

23 

{Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
162329 

LIB3177-042-P1-K2-B10 

BLASTN 

g2569935 

41 

l.Oe-13 

84 

94 

Arabidopsis thaliana mRNA for rab GDP dissociation 
inhibitor, isoform 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162330 

LIB3177-042-P1-K2-B11 

BLASTX 

gl709825 

635 

2.08-66 
129 
100 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162331 

LIB3177-042-P1-K2-B7 

BLASTX 

g3980403 

258 

l.Oe-22 

89 

64 



21580 



NCBI Description {AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162332 

LIB3177-042-P1-K2-B9 

BLASTX 

gl20667 

466 

9.0e-47 

112 

80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162333 

LIB3177-042-P1-K2-C12 

BLASTX 

g4538963 

95 

i.Oe-26 

69 

85 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi__4741958_gb_AAD287 76. 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162334 

LIB3177-042-P1-K2-C3 

BLASTX 

g4586256 

197 

2.0e-18 

101 

56 

(AL04 9640) probable photosystem I 
[Arabidopsis thaliana] 



chain XI precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162335 

LIB3177-042-P1-K2-C6 

BLASTX 

gl32074 

725 

5.0e-77 

134 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 



162336 

LIB3177-042-P1-K2-C7 



21581 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g2618720 

86 

l.Oe-40 

202 

86 

Arabidopsis thaliana early auxin-induced (IAA16) mRNA, 
complete cds 

162337 

LIB3177-042-P1-K2-C8 

BLASTX 

g466160 

357 

6.0e-34 

83 

81 

HYPOTHETICAL 9 . 8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652 . 3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 

162338 

LIB3177-042-P1-K2-C9 

BLAS.TN 

g4584351 

432 

O.Oe+00 

452 

99 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

162339 

LIB3177-042-P1-K2-D10 

BLASTN 

g3242700 

92 

4 .Oe-44 

458 

97 

Arabidopsis thaliana chromosome II BAC F2 6B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162340 

LIB3177-042-P1-K2-D11 

BLASTX 

g2801536, 

312 

l.Oe-28 

121 

51 

(AF039531) lysophospholipase homolog [Oryza sativa] 
162341 

LIB3177-042-P1-K2-D12 
BLASTX 



21582 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204274 
800 

8.0e-86 

150 

97 

(AC00414 6) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162342 

LIB3177-042-P1-K2-D4 

BLASTN 

g2864607 

165 

l.Oe-87 

425 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162343 

LIB3177-04 2-P1-K2-D5 

BLASTN 

g3688798 

197 

*1.0e-107 
261 
94 

Arabidopsis thaliana gamma tonoplast intrinsic protein 2 
(TIP2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162344 

LIB3177-042-P1-K2-D8 

BLASTX 

g515377 

296 

6.0e-27 

67 

93 

(X79715) histone H4 [Lolium temulentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162345 

LIB3177-042-P1-K2-D9 

BLASTX 

g4544419 

410 

4.0e-40 

116 

72 

(AC006955) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score * 
E value 
Match length 



162346 

LIB3177-042-P1-K2-E1 

BLASTN 

g4741945 

46 

7.0e-17 
206 



21583 



% identity 90 

NCBI Description Arabidopsis thaliana Lhcb2 protein (Lhcb2.2) luRNA, complete 
cds 



Seq. No. 


162347 


Seq. ID 


LIB3177-042-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


318 


E value 


l.Oe-41 


Match length 


110 


% identity 


88 


NCBI Description 


{AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


162348 


Seq. ID 


LIB3177-042-P1-K2-E11 


Method 


BLASTX 


NCBI GI 


g4263525 


BLAST score 


594 


E value 


l.Oe-61 


Match length 


142 


% identity 


83 


NCBI Description 


(AC004044) putative photosystem I reaction center subunit 




IT nrecursor TArabidoDsis thaliana! 


Seq, No. 


162349 


Seq. ID 


LIB3177-042-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


595 


E value 


8.0e-62 


Match length 


138 


% identity 


87 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


162350 


D€q • ± L/ 


LIB^177-042-Pl-K2-Fl 


Method 


BLASTX 


NCBI GI 


gl24224 


BLAST score 


350 


E value 


3.0e-33 


Match length 


78 


% identity 


85 


NCBI Description 


INITIATION FACTOR 5A-1 (EIF-5A) {EIF-4D) 


>gi 100345 pir S21060 translation initiation factor elF- 




- common tobacco >gi_19887_emb_CAA45105_ (X63543) 




eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 


Seq. No. 


162351 


Seq. ID 


LIB3177-042-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


g3916020 


BLAST score 


205 


E value 


4.0e-16 


Match length " 


94 


% identity 


41 


NCBI Description 


HYPOTHETICAL 15.7 KD HIT-LIKE PROTEIN 



21584 



>gi_3261595_emb_CAB00913_ (Z77137) hypothetical protein 
Rvl262c [Mycobacterium tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162352 

LIB3177-042-P1-K2-F11 

BLASTN 

g3869075 

105 

4.0e-52 

277 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone 



162353 

LIB3177-042-P1-K2-F9 

BLASTX 

gll9975 

181 

2.0e-15 

61 

79 

FERREDOXIN PRECURSOR >gi_99692_pir SO 997 9 ferredoxin 

""[-2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 

162354 

LIB3177-042-P1-K2-G1 
BLASTX 
g4734009 
178 

3.0e-13 
89 
40 

(AC007178) hypothetical protein [Arabidopsis thaliana] 
162355 

LIB3177-042-P1-K2-G11 
BLASTX 
g2499535 
319 

4.0e-49 
118 
85 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
{U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162356 

LIB3177-042-P1-K2-G12 

BLASTN 

g4539290 

108 

l.Oe-53 
433 



21585 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F14M19 



162357 

LIB3177-042-P1-K2-G6 

BLASTX 

gl32074 

639 

4 .Oe-67 

123 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

162358 

LIB3177-042-P1-K2-G8 

BLASTN 

g3046856 

131 

2. Oe-67 

373 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

162359 

LIB3177-042-P1-K2-H10 

BLASTN 

g2656028 

23 

6.0e-03 

433 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162360 

LIB3177-042-P1-K2-H11 

BLASTX 

g4587552 

204 

3.0e-16 

39 

97 

(AC006577) Strong similarity to gb_S77096 aldehyde 
dehydrogenase homolog from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb_T4 6213, 
gb T42164, gb_T43682, gb_N96380, gb_T42973, gb 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162361 

LIB3177-042-P1-K2-H12 

BLASTX 

g267073 

599 



21586 



E value 
Match length 
% identity 
NCBI Description 



2.0e-62 

110 

99 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2' tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3. tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162362 

LIB3177-042-P1-K2-H6 

BLASTN 

g4249393 

85 

3.0e-40 

97 

97 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162363 

LIB3177-042-P1-K2-H7 

BLASTN 

g4753195 

129 

3.0e-66 

323 

93 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 

162364 

LIB3177-042-P1-K2-H9 

BLASTX 

g515692 

475 

8.0e-48 

96 

96 

(U12286) beta-tubulin [Glycine max] 
162365 

LIB3177-04 3-P1-K2-A3 

BLASTX 

g2160158 

176 

2.0e-13 

47 

72 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162366 

LIB3177-043-P1-K2-A4 

BLASTX 

gl732570 

585 



21587 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8,0e-61 

115 

97 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
162367 

LIB3177-04 3-P1-K2-A5 

BLASTX 

g3868758 

207 

l.Oe-24 

101 

55 

(D89802) elongation factor IB gamma [Oryza sativa] 
162368 

LIB3177-043-P1-K2-A6 

BLASTX 

gl208794 

168 

6.0e-12 

88 

45 

(U48376) alcohol dehydrogenase [Pinus banksiana] 
162369 

LIB3177-04 3-P1-K2-B2 

BLASTX 

g4585935 

714 

9.0e-76 

134 

100 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162370 

LIB3177-04 3-P1-K2-B3 

BLASTX 

g3641252 

244 

3.0e-21 

74 

64 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E ■'value 

Match length 

% identity 

NCBI Description 



162371 

LIB3177-043-P1-K2-B4 

BLASTX 

g4454037 

685 

2.0e-72 

127 

99 

(AL035394) putative major latex protein [Arabidopsis 



21588 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162372 

LIB3177-043-P1-K2-B8 

BLASTX 

g2924772 

582 

2.0e-60 

126 

90 

(AC002334) unknown protein [Arabidopsis thaliana] 
162373 

LIB3177-043-P1-K2-B9 

BLASTX 

gll9975 

438 

2.0e-43 

127 

72 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_164 37_einb_CAA357 54_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferredoxin A 
[Arabidopsis thaliana] 

162374 

LIB3177-04 3-P1-K2-C1 

BLASTX 

gll70373 

259 

l.Oe-22 

64 

84 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

162375 

LIB3177-043-P1-K2-C10 

BLASTN 

g2828182 

120 

4.0e-61 

203 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0J9/ complete sequence [Arabidopsis thaliana] 

162376 

LIB3177-043-P1-K2-C2 

BLASTX 

g2119848 

482 

l.Oe-48 
128 
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% identity 73 Tuw-im 

NCBI Description chlorophyll a/b-binding protexn type I precursor LhblBl 
Arabidopsis thaliana >gi_16366_enib_CAA45789__ (X64459) 
photosystem II type I chlorophyll a /b binding protexn 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
. photosystem II type I chlorophyll a/b binding protein 

[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 



Seq. No. 162377 

Seq. ID LIB3177-043-P1-K2-C3 

Method BLASTX 

NCBI GI g4741952 

BLAST score 4 91 

E value 8.0e-50 

Match length 110 

% identity 64 . , . ■ i 

NCBI Description (AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 162378 

Seq. ID LIB3177-043-P1-K2-C4 

Method BLASTX 

NCBI GI g862650 

BLAST score 4 93 , 

E value 8.0e-50 

Match length 96 

% identity 100 , . ^ . n • i 

NCBI Description (U20193) MADS-box protein AGL12 [Arabidopsis thalianaj 

Seq. No. 162379 

Seq. ID LIB3177-043-P1-K2-C6 

Method BLASTX 

NCBI GI g4105782 

BLAST score 281 

E value 3.0e-25 

Match length 61 

% identity 90 . . ^ . 

NCBI Description (AF049922) PGP169-12 [Petunia x hybrida] 

Seq. No. 162380 

Seq. ID LIB3177-043-P1-K2-D1 

Method BLASTN 

NCBI GI g4314374 

BLAST score 24 

E value 2.0e-03 

Match length 416 



NCBI^Description Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162381 

LIB3177-043-P1-K2-D10 

BLASTX 

gll5783 

541 

2.0e-55 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

162382 

LIB3177-043-P1-K2-D2 

BLASTN 

g3283056 

310 

l.Oe-174 

391 

95 

Arabidopsis thaliana one helix protein (OHP) mRNA, complete 
cds 

162383 

LIB3177-04 3-P1-K2-D3 
BLASTX 
.g544425 
429 

2.0e-42 

83 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCRl PROTEIN) 

>gi 419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana :jgi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] •>gi_166658 
(L04171) ORE [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 

162384 

LIB3177-043-P1-K2-D4 

BLASTX 

gl550738 

441 

l.Oe-43 

121 

76 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_29824 43_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 

162385 

LIB3177-043-P1-K2-D5 

BLASTX 

gl550738 

368 

4.0e-35 

120 

64 

{Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_29824 4 3_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162386 

LIB3177-04 3-P1-K2-E1 

BLASTN 

g4455168 

199 

l.Oe-108 

459 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone FIOMIO 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162387 

LIB3177-043-P1-K2-E10 

BLASTN 

g3046849 

241 

l.Oe-133 

450 

34 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18L3, complete sequence [Arabidopsis thaliana] 

162388 

LIB3177-043-P1-K2-E11 

BLASTN 

g3046849 

143 

l.Oe-74 

267 

33 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18L3, complete sequence [Arabidopsis thaliana] 

162389 

LIB3177-043-P1-K2-E2 

BLASTX 

g267069 

756 

l.Oe-80 

149 

100 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

162390 

LIB3177-04 3-P1-K2-E3 

BLASTN 

g4038029 

341 

O.Oe+00 

373 

98 

Arabidopsis thaliana chromosome II BAG F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162391 

LIB3177-04 3-P1-K2-E4 

BLASTX 

g4056456 

195 

l.Oe-36 . - • 

110 

"87 

(AC005990) Strong similarity to gb_U20808 auxm-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA395179 come from this gene. [Arabidopsis thaliana] 

162392 

LIB3177-043-P1-K2-F1 

BLASTX 

g3123188 

627 

l.Oe-65 

137 

91 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thalianal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162393 

LIB3177-043-P1-K2-F4 

BLASTX 

gll72977 

647 

6.0e-68 

137 

96 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162394 

LIB3177-043-P1-K2-F5 

BLASTX 

g3057150 

591 

2.0e-61 

131 

59 

(AF059037) chaperonin 10 [Arabidopsis thaliana] 
162395 

LIB3177-043-P1-K2-F6 

BLASTX 

gll5385 

674 

5.0e-71 

133 

98 

CHLOROPHYLL* A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162396 

LIB3177-043-P1-K2-F8 

BLASTN 

g2191126 

232 

l.Oe-128 

272 

96 

Arabidopsis thaliana BAC IG002N01 
162397 

LIB3177-043-P1-K2-F9 

BLASTN 

g3789706 

322 

O.Oe+00 

358 

97 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

162398' 

LIB3177-043-P1-K2-G2 

BLASTX 

g4586054 

211 

9.0e-17 

62 

71 

(AC007020) unknown protein [Arabidopsis thaliana] 
162399 

LIB317 7-04 3-P1-K2-G7 

BLASTX 

g3142289 

398 

7.0e-39 

80 

93 

(AC002411) Strong similarity to beta-lceto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

162400 

LIB3177-04 3-P1-K2-G8 

BLASTX 

g4559346 

650 

3.0e-68 

127 

99 

(AC006585) early nodulin 16 [Arabidopsis thaliana] 
162401 

LIB3177-043-P1-K2-H1 

BLASTX 

g4454037 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



751 

4.0e-80 

142 

98 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

162402 

LIB3177-043-P1-K2-H2 

BLASTX 

g544134 

140 

8.0e-60 

139 

88 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRTIOO PRECURSOR 

>gi 99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi__42184 4_pir ^A4 6260 RecA functional analog 

DRTIOO - Arabidopsis thaliana (fragment) 

162403 

LIB3177-043-P1-K2-H3 

BLASTX 

gl732570 

52 

6.0e-52 

111 

95 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
162404 

LIB3177-043-P1-K2-H5 

BLASTN 

g798819 

43 

7.0e-15 

154 

86 

A. thaliana mRNA for squalene synthase 
162405 

LIB3177-043-P1-K2-H6 

BLASTX 

gl32090 

48 

7.0e-10 

82 

55 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUBl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

162406 

LIB3177-043-P1-K2-H7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll70939 

419 

5.0e-46 

112 

87 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi 1084408 pir S46540 methionine adenosyltransf erase (EC 

2.571.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162407 

LIB3177-04 4-P1-K2-A1 

BLASTX 

gl652057 

492 

9.0e-50 

142 

68 

(D90902) hypothetical protein [Synechocystis sp.] 
162408 

LIB3177-04 4-P1-K2-A10 

BLASTX 

g2129784 

436 

4.0e-43 

129 

74 

biotin carboxyl carrier protein (clone BPl) - rape 
(fragment) >gi_1070000_emb_CAA62261_ (X90727) biotin 
carboxyl carrier protein [Brassica napus] 

>gi_1589Q40_prf 2210244A Ac-CoA carboxylase : ISOTYPE=bpl 

[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162409 

LIB3177-04 4-P1-K2-A2 

BLASTX - 

g4741942 

690 

6.0e-73 

136 

98 

{AF134121) LhcaS protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162410 

LIB3177-04 4-P1-K2-A3 

BLASTN 

g3004543 

291 

l.Oe-163 

365 

94 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162411 

LIB3177-044-P1-K2-A5 

BLASTX 

gll71978 

486 

6.0e-49 

137 

77 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi 304109 {L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_ernb_CAA175 61_ (AL021961) 
poly (A) -bihding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162412 

LIB3177-04 4-P1-K2-A6 

BLASTX 

g99820 

535 

l.Oe-54 

105 

95 



NCBI Description napin nib - rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162413 

LIB3177-044-P1-K2-A7 

BLASTX 

g2435518 

189 

3.0e-14 

85 

58 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

162414 

LIB3177-044-P1-K2-A8 

BLASTX 

gl345840 

434 

5.0e"43 

84 

99 

CRUCIFERIN BNCl PRECURSOR (IIS GLOBULIN) (12S STORAGE 
PROTEIN) >gi_762919_emb_CAA41984_ (X59294) cruciferin 
storage protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162415 

LIB3177-044-P1-K2-A9 

BLASTN 

gl069999 

38 

9.0e-12 

124 

90 

B. napus mRNA for biotin carboxyl carrier protein (pBPl) 
>gi 3715063 emb A59872 . 1_A59872 Sequence 1 from Patent 
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WO9707222 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162416 

LIB3177-04 4-P1-K2-B1 

BLASTX 

gll5783 

629 

8.0e-66 

120 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162417 

LIB3177-044-P1-K2-B10 

BLASTX 

g3738285 

564 

3.0e-58 

119 

89 

(AC005309) unknown protein [Arabidopsis thaliana] 
162418 

LIB3177-04 4-P1-K2-B11 

BLASTX 

g730463 

320 

l.Oe-29 

105 

59 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORE YOR234c 
[Saccharomyces cerevisiae] 

162419 

LIB3177-04 4-P1-K2-B12 

BLASTX 

gl24224 

616 

3.0e-64 

130 

90 

INITIATION FACTOR 5A-1 {EIF-5A) {EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacuxti] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162420 

LIB3177-04 4-P1-K2-B2 

BLASTX 

gl769901 
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BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

l.Oe-22 

62 

85 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 {AF002109) . proline transporter 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162421 

LIB3177-044-P1-K2-B3 

BLASTN 

g2335089 

104 

3.0e-51 

132 

95 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162422 

LIB3177-044-P1-K2-B4 

BLASTX 

gl070654 

570 

7.0e-59 

129 

87 

cruciferin 4 precursor 



rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162423 

LIB3177-044-P1-K2-B5 

BLASTX 

gl070654 

636 

l.Oe-66 

151 

79 

cruciferin 4 precursor 



rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162424 

LIB3177-044-P1-K2-B6 

BLASTX 

g99820 

530 

4.0e-54 

106 

93 

napin nib - rape 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162425 

LIB3177-04 4-P1-K2-B7 

BLASTX 

g2435518 

412 

3.0e-40 

113 

81 



21599 



NCBI Description (AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162426 

LIB3177-044-P1-K2-B8 

BLASTX 

g2651314 

458 

8.0e-46 

116 

79 

{AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.62427 

LIB3177-04 4-P1-K2-B9 

BLASTX 

g3122389 

438 

2.0e-43 

126 

66 

WD-40 REPEAT PROTEIN MSI3 >gi_2394233 (AF016848) WD-40 
repeat protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162428 

LIB3177-04 4-P1-K2-C1 

BLASTX 

gl67134 

632 

4.0e-66 

127 

98 

(M16860) cruciferin precursor [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162429 

LIB3177-044-P1-K2-C10 

BLASTX 

gl072480 

364 

9.0e-35 

78 

96 

cruciferin 1 precursor 
162430 

LIB3177-044-P1-K2-C11 

BLASTX 

g99820 

489 

2.0e-49 

103 

90 



- rape 



NCBI Description napin nib - rape 



Seq. No. 
Seq. ID 



162431 

LIB3177-04 4-P1-K2-C2 



21600 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl769901 

223 

4.0e-18 

56 

82 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162432 

LIB3177-04 4-P1-K2-C3 

BLASTN 

g2335089 

130 

6.0e-67 

158 

96 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162433 

LIB3177-044-P1-K2-C4 

BLASTN 

gl7804 

52 

3.0e-20 
213 
91 

B.napus cru4 



mRNA for cruciferin cru4 subunit 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162434 

LIB3177-04 4-P1-K2-C5 

BLASTX 

gl070654 

613 

6.0e-64 

115 

97 



NCBI Description cruciferin 4 precursor - rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162435 

LIB3177-044-P1-K2-C6 

BLASTX 

g99820 

519 

7.0e-53 

103 

95 

napin nib - rape 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162436 

LIB3177-044-P1-K2-C8 

BLASTX 

gl345841 

523 

2.0e-53 



'21601 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



105 
98 

CRUCIFERIN BNC2 PRECURSOR (IIS GLOBULIN) (12S STORAGE 
PROTEIN) >gi_762920_emb_CAA41985_ (X59295) cruciferin 
storage protein [Brassica napus] 

162437 

LIB3177-044-P1-K2-C9 

BLASTX 

gl072480 

365 

8.0e-35 

78 

96 

cruciferin 1 precursor - rape 
162438 

LIB3177-044-P1-K2-D1 

BLASTX 

g466160 

329 

l.Oe-30 

81 

78 

HYPOTHETICAL 9.8 KD PROTEIN ZK652 . 3 IN CHROMOSOME III . 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 


162439 




Seq. ID 


LIB3177-044 


-P1-K2-D10 


Method 


BLASTX 




NCBI GI 


gl070654 




BLAST score 


685 




E value 


3.0e-72 




Match length 


165 




% identity 


79 




NCBI Description 


cruciferin 


4 precursor - rape 


Seq. No. 


162440 




Seq. ID 


LIB3177-044 


-P1-K2-D12 


Method 


BLASTX 




NCBI GI 


g99819 




BLAST score 


552 




E value 


l.Oe-56 




Match length 


109 




% identity 


94 




NCBI Description 


napin nia - 


rape 


Seq. No. 


162441 




Seq. ID 


LIB3177-044 


-P1-K2-D2 


Method 


BLASTX 




NCBI GI 


g2129579 




BLAST score 


664 




E value 


6.0e-70 




Match length 


146 




% identity 


92 





21602 



NCBI Description Dwarfl protein - Arabidopsis thaliana >gi_516043 {U12400) 
Dwarf 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162442 

LIB3177-04 4-P1-K2-D3 

BLASTX 

g4581146 

170 

l.Oe-12 

41 

85 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

162443 

LIB3177-04 4-P1-K2-D4 

BLASTX 

gl070654 

613 

7.0e-64 

157 

76 

cruciferin 4 precursor - rape 
162444 

LIB3177-044-P1-K2-D5 

BLASTX 

g4455256 

537 

6.0e-55 

125 

74 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 



Seq. No. 


162445 


Seq. ID 


LIB3177-044- 


Method 


BLASTX 


NCBI GI 


gl072480 


BLAST score 


524 


E value 


2.0e-53 


Match length 


100 


% identity 


98 


NCBI Description 


cruciferin 


Seq. No. 


162446 


Seq. ID 


LIB3177-044 


Method 


BLASTX 


NCBI GI 


gl072480 


BLAST score 


618 


E value 


2.0e-64 


Match length 


123 


% identity 


94 


NCBI Description 


cruciferin 


Seq. No. 


162447 


Seq. ID 


LIB3177-044 



1 precursor - rape 



1 precursor - rape 



21603 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl070654 

692 

4.0e-73 

164 

79 

crucif erin 



4 precursor - rape 



162448 

LIB3177-04 4-P1-K2-E1 

BLASTX 

g2997684 

4 62 

4 .Oe-46 

100 

89 

(AF053302) putative transcriptional co-activator 
[Arabidopsis thaliana] 



Seq, No. 


162449 


Seq. ID 


LIB3177-044-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g99820 


BLAST score 


535 


E value 


l.Oe-54 


Match length 


105 


% identity 


95 


NCBI Description 


napin nib - rape 


Seq. No. 


162450 


Seq. ID 


LIB3177-044-P1-K2-E11 


Method 


BLASTX 


NCBI GI 


g82051 


BLAST score 


302 


E value 


2.0e-27 


Match length 


130 


% identity 


46 


NCBI Description 


lipid body-associated 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



mbrane protexn - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

162451 

LIB3177-04 4-P1-K2-E12 

BLASTX 

g2129657 

529 

5.0e-54 

153 

73 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi__987016_ernb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

162452 

LIB3177-044-P1-K2-E2 



21604 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501578 

569 

8.0e-59 

123 

94 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 {M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162453 

LIB3177-04 4-P1-K2-E3 

BLASTX 

g2062164 

665 

6.0e-70 

143 

91 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162454 

LIB3177-044-P1-K2-E4 

BLASTX 

g99819 

576 

2.0e-59 

113 

95 



NCBI Description napin nia - rape 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162455 

LIB3177-044-P1-K2-E5 

BLASTX 

gll2742 

649 

4.0e-68 

132 

91 

NAPIN PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81687_pir S10018 napin (clone BngNAPl) - rape 

>gi_1084352_pir S52027 napin - rape 

>gi_17833_einb_CAA35580_ (X17542) napin (AA 1-180) [Brassica 
napus] >gi_468022 (U04945) napin [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162456 

LIB3177-04 4-P1-K2-E6 

BLASTX 

g461840 

880 

4 .Oe-95 

167 

99 

CRUCIFERIN CRUl PRECURSOR (IIS GLOBULIN) (12S STORAGE 
PROTEIN) >gi__17801_emb_CAA4 4042_ (X62120) cuciferin subunit 
[Brassica napus] 



21605 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162457 

LIB3177-044-P1-K2-E7 

BLASTX . 

gl67136 

531 

3.0e-54 

124 

85 

{J05233) cruciferin precursor [Brassica napus] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162458 

LIB3177-044-P1-K2-E8 

BLASTX 

gl072480 

570 

7.0e-59 

118 

93 



NCBI Description cruciferin 1 precursor - rape 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162459 

LIB3177-044- 

BLASTX 

g99819 

563 

5.0e-58 

111 

95 



P1-K2-E9 



NCBI Description napin nia - rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162460 

LIB3177-044-P1-K2-F1 

BLASTN 

g2924651 

373 

O.Oe+00 

419 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162461 

LIB3177-044-P1-K2-F10 

BLASTX 

gll2742 

588 

6.0e-61 

129 

88 

NAPIN PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81687_pir S10018 napin (clone BngNAPl) - rape 

>gi_1084352_pir S52027 napin - rape 

>gi_17833_emb_CAA35580_ {X17542) napin (AA 1-180) [Brassica 
napus] >gi_4 68022 {U04945) napin [Brassica napus] 



Seq. No. 



162462 



21606 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-044-P1-K2-F12 

BLASTX 

gll2742 

587 

7.0e-61 

128 

88 

NAPIN PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81687_pir S10018 napin (clone BngNAPl) - rape 

>gi_1084352_pir S52027 napin - rape 

>gi_17833_emb_CAA35580_ (X17542) napin (AA 1-180) [Brassica 
napus] >gi_468022 {U04945) napin [Brassica napus] 

162463 

LIB3177-04 4-P1-K2-F2 

BLASTX 

gl35406 

628 

l.Oe-65 

118 

99 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_997 68_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

162464 

LIB3177-044-P1-K2-F3 

BLASTX 

gll72568 

240 

4 .Oe-20 

90 

56 

LOW MOLECULAR WEIGHT PHOSPHOTYROSINE PROTEIN PHOSPHATASE 
(LOW MOLECULAR WEIGHT CYTOSOLIC ACID PHOSPHATASE) (PTPASE) 

(SMALL TYROSINE PHOSPHATASE) >gi_107 6916_pir ^A554 4 6 

protein-tyrosine-phosphatase (EC 3.1.3.48), low molecular 
weight - fission yeast ( Schizosaccharomyces pombe) 
>gi_602992 (L33929) low Mr protein tyrosine phosphatase 
[Schizosaccharomyces pombe] 

162465 

LIB3177-044-P1-K2-F4 

BLASTX 

gll2742 

581 

3.0e-60 

124 

86 

NAPIN PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81687_pir S10018 napin (clone BngNAPl) - rape 

>gi_1084352_pir S52027 napin - rape 

>gi_17833__emb_CAA35580_ (X17542) napin (AA 1-180) [Brassica 
napus] >gi_468022 (U04945) napin [Brassica napus] 



Seq. No. 



162466 



21607 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-044-P1-K2-F5 

BLASTX 

gll2742 

644 

2.0e-67 

158 

80 

NAPIN PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81687_pir S10018 napin (clone BngNAPl) - rape 

>gi_1084352_pir S52027 napin - rape 

>gi_17833_emb_CAA35580_ {X17542) napin (AA 1-180) [Brassica 
napus] >gi_468022 (U04945) napin [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162467 

LIB3177-04 4-P1-K2-F6 

BLASTX 

g99819 

563 

5.0e-58 

111 

95 



NCBI Description napin nia - rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1624 68 

LIB3177-044-P1-K2-F7 

BLASTX 

gl345840 

506 

2.0e-51 

115 

87 

CRUCIFERIN BNCl PRECURSOR (IIS GLOBULIN) (12S STORAGE 
PROTEIN) >gi_762919_emb_CAA41984_ (X59294) cruciferin 
storage protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162469 

LIB3177-04 4-P1-K2-F8 

BLASTN 

gl66611 

42 

l.Oe-14 

128 

85 

A.thaliana at2S3 gene encoding albumin 2S subunit 3, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162470 

LIB3177-04 4-P1-K2-F9 

BLASTX 

gll2742 

594 

l.Oe-61 

129 

88 

NAPIN PRECURSOR (1.7S 
>gi_81687_pir S10018 



SEED STORAGE PROTEIN) 
napin (clone BngNAPl) 



- rape 



>gi_1084352_pir S52027 napin - rape 



21608 



>gi_17833_enaD_CAA35580_ (X17542) napin (AA 1-180) [Brassica 
napus] >gi_468022 {U04945) napin [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162471 

LIB3177-044-P1-K2-G10 

BLASTX 

g99819 

576 

2.0e-59 

113 

95 

napin nia - rape 
162472 

LIB3177-044-P1-K2-G11 

BLASTX 

gl345594 

419 

4.0e-41 

85 

98 

14-3-3-LIKE PROTEIN GF14 KAPPA >gi_1022780 (U36447) GF14 
Kappa isoform [Arabidopsis thaliana] 

162473 

LIB3177-04 4-P1-K2-G12 

BLASTX 

gl67136 

656 

6.0e-69 

136 

92 

(J05233) cruciferin precursor [Brassica napus] 
162474 

LIB3177-04 4-P1-K2-G2 

BLASTX 

g4406820 

624 

4 .Oe-65 

164 

79 

(AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



162475 

■LIB3177-04 4-P1-K2-G3 
BLASTX 
g2623296 
381 

8.0e-37 

95 

77 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
162476 

LIB3177-044-P1-K2-G4 



21609 



Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% Identity ' ^ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl084351 

498 

2.0e-50 

105 

88 

napin - rape >gi_468018 (U04943) napin [Brassica napus] 
>gi_468020 (U04944) napin [Brassica napus] 

162477 

LIB317 7-04 4-P1-K2-G5 

BLASTX 

g2129657 

441 

l.Oe-43 

134 

71 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_einb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 


162478 


Seq. ID 


LIB3177-04 4-P1-K2-G6 


Method ^' 


BLASTX 


NCBI GI 


gl67134 


BLAST score 


606 


E value 


5.0e-63 


Match length 


124 


% identity 


98 


NCBI Description 


(M16860) cruciferin precursor [Brassica napus] 


Seq. No. 


162479 


Seq. ID 


LIB3177-044-P1-K2-G7 


Method 


BLASTN 


NCBI GI 


g4165340 


BLAST score 


127. 


E value 


5.'0e-65 


Match length 


362 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F11M15 genomic 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


162480 


Seq. ID 


LIB3177-044-P1-K2-G8 


Method 


BLASTX 


NCBI GI 


gll2747 ,-• 


BLAST score 


508 


E value 


2.0e-51 


Match length 


160 



% identity 

NCBI Description 



64 

NAPIN EMBRYO SPECIFIC PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81689_pir ^A29802 napin precursor (gNa) - rape 

>gi_167179 (J02782) napin, 1.7S embryo specific [Brassica 
napus] 



Seq. No. 



162481 



21610' 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-044-P1-K2-G9 

BLASTX 

g99819 

576 

2,0e-59 

113 

95 

napin nia - rape 
162482 

LIB3177-04 4-P1-K2-H10 

BLASTX 

g4753655 

159 

3.0e-20 

60 

85 

(AL04 9751) pectate lyase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162483 

LIB3177-044-P1-K2-H11 

BLASTX 

gll72977 

20.1 

l.Oe-15 

81 

64 

60S RIBOSOMAL PROTEIN 
ribosomal protein LIB 



L18 >gi_606970 (U15741) cytoplasmic 
[Arabidopsis thaliana] 



Seq. No. 


162484 




Seq. ID 


LIB3177-044 


-P1-K2-H2 


Method 


BLASTX 




NCBI GI 


g3777600 




BLAST score 


443 




E value 


6.0e-44 




Match length 


145 




% identity 


61 




NCBI Description 


(AF095708) 


50S ribosomal 


Seq. No. 


162485 




Seq. ID 


LIB3177-044 


-P1-K2-H3 


Method 


BLASTX 




NCBI GI 


gl072480 




BLAST score 


685 




E value , 


2.0e-72 




Match length 


144 




% identity 


92 




NCBI Description 


cruciferin 


1 precursor - 


Seq. No. 


162486 




Seq. ID 


LIB3177-044 


-P1-K2-H4 


Method 


BLASTX 




NCBI GI 


gl67134 




BLAST score 


819 




E value 


5.0e-88 





- rape 



21611 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



160 
99 

(M16860) cruciferin precursor [Brassica napus] 
162487 

LIB3177-044-P1-K2-H5 

BLASTX 

gl084351 

494 

5.0e-50 

124 

75 

napin - rape >gi_468018 (U04943) napin [Brassica napus] 
>gi_468020 (U04944) napin [Brassica napus] 

162488 

LIB3177-04 4-P1-K2-H6 

BLASTX 

g99820 

453 

4.0e-45 

91 

95 



NCBI Description napin nib - rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162489 

LIB3177-044-P1-K2-H8 

BLASTX 

gl67136 

720 

2.0e-76 

147 

93 

(J05233) cruciferin precursor [Brassica napus] 
162490 

LIB3177-04 4-P1-K2-H9 

BLASTX 

g4753655 

159 

9.0e-23 

60 

88 

(AL04 9751) pectate lyase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



162491 

LIB3177-04 5-P1-K2-A1 

BLASTN 

g4559319 

74 

8.0e-34 

136 

88 

Arabidopsis thaliana chromosome II BAC F14N22 genomic 
sequence, complete sequence 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162492 

LIB3177-045-P1-K2-A10 

BLASTX 

g2829899 

92 

l.Oe-15 

109 

46 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

162493 

LIB3177-045-P1-K2-A11 

BLASTN 

g2264302 

59 

3.0e-25 

86 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162494 

LIB3177-045-P1-K2-A12 

BLASTX 

gl363489 

239 

l.Oe-20 

47 

91 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

162495 

LIB3177-04 5-P1-K2-A2 

BLASTN 

g4559344 

401 

O.Oe+00 

425 

99 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 

162496 

LIB3177-045-P1-K2-A3 

BLASTX 

gll5767 

93 

2.0e-73 

144 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 



21613 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

162497 

LIB3177-045-P1-K2-A4 

BLASTN 

g3090402 

97 

l.Oe-47 

132 

95 

Arabidopsis thaliana 
subunit 



niRNA for cytochrome b6f complex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162498 

LIB3177-04 5-P1-K2-A8 

BLASTX 

g2119927 

445 

2.0e-44 

101 

83 

translation elongation factor G, chloroplast - soybean 
162499 

LIB3177-04 5-P1-K2-B1 

BLASTX 

gl524370 

392 

5.0e-38 

124 

64 

(X92491) TOM20 [Solanum tuberosum] 
162500 

LIB3177-04 5-P1-K2-B11 

BLASTN 

g2342717 

127 

2.0e-65 

159 

96 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162501 

LIB3177-04 5-P1-K2-B12 

BLASTN 

g2351063 

154 

2.0e-81 

185 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162502 

LIB3177-045-P1-K2-B3 

BLASTX 

g416681 

117 

3.0e-20 

145 

47 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA4 5153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162503 

LIB3177-04 5-P1-K2-B8 

BLASTX 

g4741952 

238 

5.0e-20 
101 

49 ^ 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162504 

LIB3177-045-P1-K2-B9 

BLASTX 

g3914442 

460 

5.0e-46 

120 

76 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

162505 

LIB3177-045-P1-K2-C1 

BLASTX 

g4337175 

638 

7.0e-67 

142 

89 

(AC006416) ESTs gb_T2G589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162506 

LIB3177-04 5-P1-K2-C11 

BLASTN 

gl66814 

237 

l.Oe-131 
273 
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% identity 

NCBI Description 



97 

Arabidopsis thaliana pyrroline carboxylate reductase gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162507 

LIB3177-045-P1-K2-C2 

BLASTX 

g4538963 

651 

2.0e-68 

140 

70 

(AL049488) chlorophyll a/b-binding protei'n-like 
[Arabidopsis thaliana] >gi_474 1958_gb_AAD28776 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162508 

LIB3177-04 5-P1-K2-C3 

BLASTX 

gl25576 

310 

l.Oe-28 

109 

61 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ (X5814 9) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162509 

LIB3177-045-P1-K2-C7 

BLASTN 

g2696018 

105 

7.0e-52 

373 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162510 

LIB3177-045-P1-K2-C9 

BLASTX 

g2708741 

712 

2.0e-75 

150 

93 

(AC003952) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162511 

LIB3177-04 5-P1-K2-D1 

BLASTX 

g627469 

206 

3.0e-16 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150 
8 

hypothetical protein 2 - human (fragment) 
162512 

LIB3177-04 5-P1-K2-D11 

BLASTX 

gl706130 

192 

3.0e-15 

52 

71 

CDPK-RELATED PROTEIN KINASE (PK421) >gi_2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_emb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 

162513 

LIB3177-045-P1-K2-D2 

BLASTN 

g2264307 

151 

3.0e-79 

378 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 

162514 

LIB3177-045-P1-K2-D4 

BLASTN 

g3046853 

134 

l.Oe-69 

170 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRA19, complete sequence [Arabidopsis thaliana] 

162515 

LIB3177-04 5-P1-K2-D5 

BLASTX 

g555576 

89 

8.0e-17 

89 

50 

(X80036) ascorbate peroxidase [Arabidopsis thaliana] 
>gi_1523789_emb_CAA66925_ (X98275) L-ascorbate peroxidase 
[Arabidopsis thaliana] 

162516 

LIB3177-045-P1-K2-D8 

BLASTX 

gl669387 

189 

3.0e-14 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



41 
85 

(U41998) actin 2 [Arabidopsis thaliana] 
162517 

LIB3177-045-P1-K2-D9 

BLASTX 

gll69201 

400 

4.0e-39 

106 

79 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

162518 

LIB3177-045-P1-K2-E1 

BLASTX 

g2499973 

409 

5.0e-40 

100 

83 

PHOTOSY'STEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_einb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 

162519 

LIB3177-04 5-P1-K2-E2 

BLASTX 

g3929651 

696 

l.Oe-73 

137 

100 

(AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 

162520 

LIB3177-04 5-P1-K2-E3 

BLASTX 

g3914442 

545 

6.0e-56 

145 

75 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

162521 

LIB3177-045-P1-K2-E4 

BLASTN 

g3510343 

155 

4.0e-82 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptipn 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 

162522 

LIB3177-045-P1-K2-E7 

BLASTN 

g469113 

223 

l.Oe-122 

355 

91 

A. thaliana (Columbia) Dr4 mRNA 
162523 

LIB3177-045-P1-K2-F1 

BLASTX 

gl363489 

672 

6.0e-71 

122 

99 

thioglucosidase (EC 3.2.3,1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

162524 

LIB3177-045-P1-K2-F10 

BLASTX 

g3914740 

216 

5.0e-18 

51 

86 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA18941_ 
(D78495) ribosomal protein [Brassica rapa] 

162525 ^ ... 

LIB3177-045-P1-K2-F11 

BLASTN 

g4584531 

73 

2.0e-33 

130 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone, T9E8 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162526 

LIB3177-045-P1-K2-F2 

BLASTX 

g2506443 

216 

6.0e-18 

72 

71 
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NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

C H LORO PLAS T >g i_2 11752 0_p i r JQ 1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloropiast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_eitib_CAA66ei6_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162527 

LIB3177-04 5-P1-K2-F3 

BLASTX 

g4006848 

344 

2.0e-32 

124 

54 

{AJ131433) selenocysteine methyltransferase [Astragalus 
bisulcatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162528 

LIB31.77-04 5-P1-K2-F4 

BLASTX 

g4741952 

229 

2.0e-19 

46 

100 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162529 

LIB3177-04 5-P1-K2-F5 

BLASTX 

g2253010 

246 

2.0e-21 

76 

61 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162530 

LIB3177-045-P1-K2-F6 

BLASTN 

gl465365 

103 

3.0e-51 

115 

98 

A. thaliana mRNA for subunit T of photosystem II 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162531 

LIB3177-045-P1-K2-F7 

BLASTN 

g4262276 

171 



21620 



E value 
Match. length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI" GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-91 

233 

91 

Arabidopsis thaliana gamma-glutamylcysteine synthetase 
gene, complete cds 

162532 

LIB3177-045-P1-K2-G1 

BLASTN 

g3451055 

207 

l.Oe-112 

442 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 

162533 

LIB3177-045-P1-K2-G10 

BLASTN 

g3421086 

70 

2.0e-31 

91 

93 

Arabidopsis thaliana 20S proteasome subunit PAEl (PAEl) 
mRNA, complete cds 

162534 

LIB3177-045-P1-K2-G2 

BLASTX 

g4455329 

670 

l.Oe-70 

133 

97 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162535 

LIB3177-045-P1-K2-G3 

BLASTX 

g4759274 

172 

2.0e-12 

106 

40 

thioredoxin-like, 32kD >gi_2897942 (AF003938) 
thioredoxin-like protein [Homo sapiens] >gi_2961254 
(AF051896) thioredoxin homolog [Homo sapiens] >gi_2970689 
(AF052659) thioredoxin-related protein [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162536 

LIB3177-045-P1-K2-G5 

BLASTX 

gl20662 

180 
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E value 
Match length 
% identity 
NCBI Description 



9.0e-14 

37 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_81621_pir JQ1286 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
Arabidopsis thaliana >gi_336390 {M64115) glyceraldehyde 
3-phosphate dehydrogenase B subunit [Arabidopsis thaliana] 



Seq. No. 


162537 


Seq. ID 


LIB3177-045-P1-K2-G6 


Method 


BLASTN 


NCBI GI 


g2832667 


RLAST score 


33 


E value 


2.0e-09 


Match length 


111 


% identity 


92 


NCBI Description 


Arabidopsis thaliana 1 




(ESSAII project) 


Seq. No. 


162538 


Seq. ID 


LIB3177-045-P1-K2-G7 


Method 


BLASTX 


LN O X w -L 


a3885511 
\j ^ \j \j %j ^ J. J- 


BLAST score 


425 


E value 


6.0e-42 


Match length 


106 


% identity 


80 


NCBI Descripti'on 


(AF084200) similar to 




barley [Medicago sati 


Seq. No. 


162539 


Seq. ID . 


LIB3177-04 5-P1-K2-G8 


Method 


BLASTX 


NCBI GI 


g3264757 


BLAST score 


341 


E value 


3.0e-32 


Match length 


100 


% identity 


69 


NCBI Description 


{AF071888) zeaxanthin 


Seq. No. 


162540 


Seq. ID 


LIB3177-045-P1-K2-G9 


Method 


BLASTX 


NCBI GI 


gl24224 


BLAST score 


435 


E value 


4.0e-43 


Match length 


102 


% identity 


81 


NCBI Description 


INITIATION FACTOR 5A- 



I from 



(EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ {X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



162541 

LIB3177-045-P1-K2-H1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
, Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3608126 

212 

l.Oe-116 

342 

97 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162542 

LIB3177-04 5-P1-K2-H12 

BLASTN 

g4539378 

128 

5.0e-66 

156 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 
(ESSA project) 

162543 

LIB3177-04 5-P1-K2-H3 

BLASTX 

g458039'4 

395 

2.0e-38 

142 

52 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 

162544 

LIB3177-045-P1-K2-H4 

BLASTX 

gl841462 

58 

8.0e-17 

56 

82 

(Y10991) Elongation factor 2 [Nicotiana tabacum] 
162545 

LIB3177-045-P1-K2-H5 

BLASTX 

gl31398 

240 

8.0e-21 

53 

94 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 



21623 



come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162546 

LIB3177-045-P1-K2-H7 

BLASTX 

gll5385 

519 

6.0e-53 

100 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162547 

LIB3177-045-P1-K2-H8 

BLASTN 

g531828 

36 

9.0e-ll 

80 

86 

Cloning vector pSportl, complete cds 
162548 

LIB3177-045-P1-K2-H9 

BLASTN 

g469113 

281 

l.Oe-157 

349 

95 

A. thaliana (Columbia) Dr4 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162549 

LIB3177-04 6-P1-K2-A1 

BLASTX 

g2160158 

443 

5.0e-44 

137 

66 

(AC000132) Similar to elongation factor 1-gamma 
{gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T4 5940, gb_T04 527 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162550 

LIB3177-04 6-P1-K2-A10 

BLASTX 

g2829899 

315 

5.0e-29 

119 

61 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp~X91961_1107495 [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162551 

LIB3177-04 6-P1-K2-A12 

BLASTN 

g4468801 

339 

O.Oe+00 

387 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F6G17 



162552 

LIB317 7-04 6-P1-K2-A3 

BLASTN 

g4757393 

151 

l.Oe-79 

198 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K16E14, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162553 

LIB3177-046-P1-K2-A4 

BLASTX 

g459009 

387 

2.0e-37 

109 

62 

(U00037) similar to multifunctional aminoacyl-tRNA 
synthetase, especially to the prolyl-tRNA synthetase region 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162554 

LIB3177-04 6-P1-K2-A5 

BLASTX 

g3785990 

391 

7.0e-38 

126 

70 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi_4220487 (AC006069) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162555 

LIB3177-04 6-P1-K2-A6 

BLASTX 

g2119848 

671 

l.Oe-70 

126 

98 

chlorophyll a/b-binding protein type I precursor LhblBl 
Arabidopsis thaliana >gi_16366_emb_CAA45789_ (X64459) 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem 11 type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 

162556 

LIB3177-046-P1-K2-A7 

BLASTX 

g4468807 

48 

4.0e-80 

154 

100 

(AL035601) cytochrome P450 monooxygenase-like protein 
[Arabidopsis thaliana] 

162557 

LIB3177-046-P1-K2-A9 

BLASTN 

g3399678 

201 

l.Oe-109 

472 

96 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

162558 

LIB3177-04 6-P1-K2-B1 

BLASTX 

gl363489 

157 

4 .Oe-11 

32 

94 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

162559 

LIB3177-04 6-P1-K2-B10 

BLASTX 

gll5530 

89 

1.7e-02 

132 

23 

CALMODULIN >gi_7 1679_pir MCUTG calmodulin - Trypanosoma 

brucei gambiense >gi_539401_pir ^A48111 calmodulin C - 

Trypanosoma brucei >gi_1038 6_emb_CAA398 61_ (X56511) 
calmodulin [Trypanosoma brucei] 



Seq. No. 
Seq. ID 
Method 



162560 

LIB3177-04 6-P1-K2-B12 
BLASTX 



21626 



NCBI GI 
BLAST score 
E value 
Match length 
% identity • 
NCBI Description 



g4646203 
354 

2.0e-33 

151 

48 

(AC007230) Belongs to PF_00026 Eukaryotic aspartyl protease 
family. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162561 

LIB3177-046-P1-K2-B2 

BLASTX 

gl922937 

700 

4.0e-74 

137 

100 

(AC000106) Similar to Glycine SRC2 (gb_AB000130) . ESTs 
gb_H76869,gb_T21700,gb_ATTS5089 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162562 

LIB3177-04 6-P1-K2-B3 

BLASTX 

g3402676 

741 

7.0e-79 

144 

34 

{AC004 697) putative myrosinase-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162563 

LIB3177-04 6-P1-K2-B4 

BLASTN 

g4455229 

192 

l.Oe-104 
453 ■ 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F13M23 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162564 

LIB3177-04 6-P1-K2-B8 

BLASTN 

g2062153 

29 

8.0e-07 

148 

71 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162565 

LIB3177-04 6-P1-K2-B9 

BLASTX 

gl009234 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



458 

8.0e-46 

117 

79 

(L38829) SUP2 gene product [Nicotiana tabacum] 
162566 

LIB3177-04 6-P1-K2-C1 

BLASTX 

g2306917 

151 

2.0e-10 

38 

68 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 


162567 






Seq. ID 


LIB3177-046- 


PI 


-K2-C10 


Method 


BLASTX 






NCBI GI 


gl350680 






BLAST score 


451 






E value 


5.0e-45 






Match length 


120 






% identity 


77 






NCBI Description 


60S RIBOSOMAL 


PROTEIN LI 


Seq. No. 


162568 






Seq. ID 


LIB3177-046- 


•PI 


-K2-C11 


Method 


BLASTX 






NCBI GI 


gll5767 






BLAST score 


416 






E value 


7.0e-41 






Match length 


79 






% identity 


100 






NCBI Description 


CHLOROPHYLL 


A- 


B BINDING 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

162569 

LIB3177-04 6-P1-K2-C12 

BLASTN 

g2462264 

33 

6.0e-09 

45 

93 

Cucumis sativus mRNA for patatin-like protein, partial 
162570 

LIB3177-04 6-P1-K2-C2 

BLASTN 

g4406805 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



353 

O.Oe+00 

464 

100 

Arabidopsis thaliana chromosome II BAG T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


162571 


Seq. ID 


LIB3177-046- 


Method 


BLASTX 


NCBI GI 


g22714 77 


BLAST score 


640 


E value 


A Art CI 

4 . Ue-D / 


Match length 


144 


% identity 


88 


NCBI Description 


(AF009631) . 


Seq. No. 


162572 


Seq. ID 


LIB3177-046 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


174 


E value 


3.0e-75 


Match length 


137 


% identity 


98 


NCBI Description 


RIBULOSE BI 



■P1-K2-C3 



■P1-K2-C4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

162573 

LIB3177-04 6-P1-K2-C5 

BLASTX 

gl31398 

274 

3.0e-24 

137 

67 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir^ F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 {AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162574 

LIB3177-04 6-P1-K2-C6 

BLASTX 

gl32110 

425 

6.0e-42 

100 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
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(RUBISCO SMALL SUBUNIT 38) >gi__68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162575 

LIB3177-04 6-P1-K2-C8 

BLASTX 

g4006858 

728 

2.0e-77 

155 

90 

{Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162576 

LIB3177-046-P1-K2-C9 

BLASTX 

g2244736 

149 

l.Oe-09 

54 

56 

(D88415) expansin [Gossypium hirsutum] 
162577 

LIB3177-04 6-P1-K2-D1 

BLASTN 

g4159709 

330 

O.Oe+00 

434 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 

162578 

LIB3177-04 6-P1-K2-D1Q 

BLASTX 

gll75010 

634 

2.0e-66 

135 

92 

PLASMA MEMBRANE INTRINSIC PROTEIN lA >gi_629540_pir S44082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA534 75_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162579 

LIB3177-046-P1-K2-D12 

BLASTX 

g2642445 

352 

3.0e-33 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 
97 

(AC002391) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

162580 

LIB3177-04 6-P1-K2-D2 

BLASTX 

g3885331 

458 

7.0e-46 

122 

74 

(AC005623) putative cytochrome p450 protein [Arabidopsis 
thaliana] 

162581 

LIB3177-04 6-P1-K2-D3 

BLASTX 

g3914425 

598 

6.0e-65 
129 J 
100 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2511596_emb_CAA74029.1_ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 {AF043536) 20S 
proteasome beta subunit PBEl [Arabidopsis thaliana] 

162582 

LIB3177-04 6-P1-K2-D4 

BLASTN 

g2623294 

327 

O.Oe+00 

327 

100 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162583 

LIB317 7-04 6-P1-K2-D6 

BLASTN 

g4741184 

124 

3.0e-63 

362 

89 

Arabidopsis thaliana DNA chromosome 3, BAC clone T23J7 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162584 

LIB3177-04 6-P1-K2-D7 

BLASTX 

gl32110 



21631 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



675 

-3.0e-71 
126 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi__16195_emb_CAA32702_ 
(X14 564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID A 
Method ^ 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162585 

LIB3177-046-P1-K2-D8 

BLASTX 

g2760832 

406 

l.Oe-39 

129 

64 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 

162586 

LIB3177-04 6-P1-K2-D9, 

BLASTX ■ 

g4741952 

585 

l.Oe-60 

115 

69 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
162587 - - 

?iLASTX'-^'^^' -'^'^-^^^.^ ^ V v::.-^.-- • — ' - • 
g2894445 
789 

2.0e-84 

151 

100 

(Y14333) transketolase [Arabidopsis thaliana] 
162588 

LIB3177-04 6-P1-K2-E12 

BLASTN 

g4757401 

48 

5.0e-18 

68 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 

162589 ' • 

LIB3177-04 6-P1-K2-E3 

BLASTN 

g4662640 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409 

O.Oe+00 

436 

99 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

162590 

LIB3177-04 6-P1-K2-E4 

BLASTN 

g3449331 

258 

l.Oe-143 

258 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162591 

LIB3177-04 6-P1-K2-E5 

BLASTN 

g2351063 

159 

2.0e-84 

179 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCL19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



162592 

LIB3177-04 6-P1-K2-E6 

BLASTN 

g2924651 

140 

5.0e-73 

239 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



162593 

LIB3177-04 6-P1-K2-E9 

BLASTX 

g3128168 

240 

4.0e-20 

79 

61 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162594 

LIB3177-046-P1-K2-F1 

BLASTX 

g2506443 

633 

3.0e-66 
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Match length 

% identity 

NCBI Description 



155 
82 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehycie-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (5164117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162595 

LIB3177-04 6-P1-K2-F10 

BLASTX 

g2506276 

618 

2.0e-64 

144 

89 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U4 9357) chaperonin-60 
alpha subuhit [Arabidopsis thaliana] 

>gi_4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162596 

LIB3177-04 6-P1-K2-F11 

BLASTX 

g4455206 

287 

l.Oe-25 

58 

88 

(AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162597 

LIB3177-04 6-P1-K2-F2 

BLASTN 

g2264320 

100 

2.0e-49 

116 

36 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXIIO, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162598 

LIB3177-04 6-P1-K2-F3 

BLASTN 

g2924651 

329 

O.Oe+00 
365 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 

Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seqv. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K2A18, complete sequence [Arabidopsis thaliana] 

162599 

LIB3177-04 6-P1-K2-F4 

BLASTX 

g4115377 

395 

2.0e-38 

121 

73 

{AC005967) unknown protein [Arabidopsis thaliana] 
162600 

LIB3177-04 6-P1-K2-F5 

BLASTX 

g4115377 

102 

4 .Oe-26 

91 

70 

(AC005967) unknown protein [Arabidopsis thaliana] 
162601 

LIB3177-04 6-P1-K2-F7 

BLASTX 

gll69278 

305 

8.0e-28 

75 

84 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ (D17715) ERD14 
protein [Arabidopsis thaliana] 

162602 

LIB3177-04 6-P1-K2-F9 

BLASTN 

g527636 

71 

l.Oe-31 

75 

99 

Arabidopsis thaliana clone HAT7 homeobox protein mRNA, 
complete cds 

162603 

LIB3177-04 6-P1-K2-G1 

BLASTX 

gll5385 

789 

2.0e-84 

153 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 {M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



21635 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162604 

LIB3177-04 6-P1-K2-G10 

BLASTN 

g3831448 

123 

8.0e-63 

267 

94 

Arabidopsis thaliana chromosome II BAG T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162605 

LIB3177-04 6-P1-K2-G11 

BLASTN 

g3869065 

280 

l.Oe-156 

458 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K24M7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162606 

LIB3177-04 6-P1-K2-G12 

BLASTX 

g282865 

363 

8.0e-35 

86 

80 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162607 

LIB3177-04 6-P1-K2-G2 

BLASTX 

g4056502. 

492 

l.Oe-49 

103 

98 

{AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162608 

LIB3177-04 6-P1-K2-G3 

BLASTX 

g544242 

524 . . 

2.0e-53 

109 

86 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 4854 98_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67960) GRP94 
homologue [Hordeum vulgare] 

162609 

LIB3177-04 6-P1-K2-G4 

BLASTX 

g464987 

577 

l.Oe-59 

117 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 libiquitin — protein ligase (EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi_297878_enib_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 {L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

162610 

LIB3177-04 6-P1-K2-G7 

BLASTX 

g2982454 

685 

2.0e-72 

145 

96 

(AL022223) f ructose-bisphosphate aldolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



162611 

LIB3177-04 6-P1-K2-G8 

BLASTX 

g3914442 

489 

2.0e-49 

119 

82 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

162612 

LIB3177-04 6-P1-K2-G9 

BLASTN 

g2618602 

72 

2.0e-32 

189 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJl, complete sequence [Arabidopsis thaliana] 

162613 

LIB3177-04 6-P1-K2-H1 
BLASTX 
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NCBI GI 

BLAST score 

E value 

"Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl66708 
357 

l.Oe-34 

67 

100 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

162614 

LIB3177-04 6-P1-K2-H10 

BLASTX 

gl32110 

644 

l.Oe-67 

120 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162615 

LIB3177-04 6-P1-K2-H11 

BLASTN 

g4587641 

253 

l.Oe-140 

364 

98 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

162616 

LIB3177-04 6-P1-K2-H12 

BLASTX 

gll73221 

50 

2.0e-31 

93 

80 

40S RIBOSOMAL PROTEIN Sll-BETA >gi_166869 (L07877) 
ribosomal protein Sll [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



162617 

LIB3177-04 6-P1-K2-H2 

BLASTX 

g4490329 

435 

5.0e-43 

143 

62 

(AL035656) extensin-like protein [Arabidopsis thaliana] 
162618 

LIB3177-04 6-P1-K2-H3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2062164 

717 

4 .Oe-76 

138 

99 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



162619 

LIB3177-04 6-P1-K2-H4 

BLASTX 

gl66708 

728 

2.0e-77 

144 

99 

{M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

162620 

LIB3177-04 6-P1-K2-H6 

BLASTN 

g4587641 

123 

7.0e-63 

202 

91 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

162621 

LIB3177-04 6-P1-K2-H7 

BLASTN 

g3510343 

212 

l.Oe-116 

278 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

162622 

LIB3177-04 6-P1-K2-H8 

BLASTX 

g541858 

767 

6.0e-82 

146 

99 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

162623 

LIB3177-04 6-P1-K2-H9 



21639 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll73218 

302 

l.Oe-27- 
84 

77 ■ . 

40S RIBOSOMAL PROTEIN S15A >gi_440824 {L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162624 

LIB3177-047-P1-K1-A1 

BLASTX 

g2781354 

207 

2.0e-16 

109 

45 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
162625 

LIB3177-047-P1-K1-A11 

BLASTX 

g4539292 

287 ' 

l.Oe-25 

109 

56 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162626 

LIB3177-047-P1-K1-A2 

BLASTN 

g2459406 

58 

7.0e-24 
300 

86 . 

Arabidopsis thaliana chromosome II BAG F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162627 

LIB3177-047-P1-K1-A3 

BLASTX 

g4741948 

204 

4 .Oe-16 

74 

58 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
162628 

LIB3177-047-P1-K1-A6 " 

BLASTX 

g4741960 

327 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

94 

72 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



162629 ^ 

LIB3177-047-P1-K1-A7 

BLASTX 

g2055273 

180 

4.0e-13 

57 

68 

{D85339) hydroxypyruvate reductase 
162630 

LIB3177-047-P1-K1-A9 
BLASTX 



[Arabidopsis thaliana] 



g4580394 
209 

2.0e-16 

141 

34 

(AC007171) 
thaliana] 



putative fatty acid . elongase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162631 

LIB3177-047-P1-K1-B10 

BLASTX 

g3915847 

223 

2.0e-18 

101 

51 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

162632 

LIB3177-047-P1-K1-B11 

BLASTN 

g4249393 

71 

l.Oe-31 

360 

82 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162633 

LIB3177-047-P1-K1-B12 

BLASTX 

g2464852 

308 

4.0e-28 

121 

55 

{Z99707) putative protein [Arabidopsis thaliana] 



21641 



Seq. No. 


162634 


Seq. ID 


LIB3177-047-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4 4 boloy 


BLAST score 


lie 

176 , 


E value 


1 . Oe-1^ 


Match length 


y D 


% identity 


A 1 

4 1 


NCBI Description 


(ALUzibo/j putative protein [AraDiaopsi: 


Seq. No. 


loz o Jo 


Seq. ID 


LIB3177-047-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


glDOZD /o 


BLAST score 


14 9 


E value 


9 . Oe-10 


Match lengun 


0 y 


% identity 


36 


NCBI Description 


(D90907) amidase [Synechocystis sp.] 


Seq. No. 


162636 


Seq. ID 


LIBJl / /-U4 /-rl-Ki-UiU 


Method 


BLASTN 


NCBI GI 


g3309085 


BLAST score 


O A 

84 


E value 


2 . Oe-39 


Match length 


252 


% identity 


o c 
03 


NCBI Description 


Arabidopsis thaliana calcineurin B-like 




mRNA, complete cds 


Seq. No. 


162637 


Seq. ID 


LIB3177-047-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2129562 


BLAST score 


369 


E value 


2.0e-35 


Match length 


102 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

class III ADH, glutathione-dependent formaldehyde 
dehydrogenase. - Arabidopsis thaliana 
>gi_1143388_emb_CAA57973_ (X82647) class III ADH, 
glutathione-dependent formaldehyde dehydrogenase. 
[Arabidopsis thaliana] 

162638 

LIB3177-047-P1-K1-C6 

BLASTX 

g2956690 

343 

3.0e-32 
127 

47 • 

(AJ223306) PSBY [Arabidopsis thaliana] >gi_3414 928 
(AF079800) PsbY precursor [Arabidopsis thaliana] 
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Seq. No. 


162639 


Seq. ID 


LIB3177-047-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2317910 


BLAST score 


338 


E value 


l.Oe-31 


Match length 


130 


% identity 


55 


NCBI Description 


{U89959) CERl protein [Arabidopsis thaliana] 


Seq. No. 


162640 


Seq. ID 


LIB3177-047-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2245098 


BLAST score 


239 


E value 


4 . Oe-20 


Match length 


114 


% identity 


46 


NCBI Description 


{Z9734 3) ribosomal protein [Arabidopsis thai. 


Seq. No. 


162641 


Seq. ID 


LIB3177-047-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


g3450888 


BLAST score 


56 


E value 


1 . Oe-22 


Match length 


333 


% identity 


83 


NCBI Description 


Arabidopsis thaliana 19S proteosome subunit 


complete cds 


Seq, No. 


162642 


Seq. ID 


LIB3177-047-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g4467094 


BLAST score 


34 


E value 


2.0e-09 



9 rtiRNA, 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



182 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20D10 



162643 

LIB3177-04 7-P1-K1-E10 

BLASTX 

g3334404 

437 

3.0e-43 

145 

63 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi__2266990 (U65638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 {AC005679) Identical 
to gb_U65638 Arabidopsis- thaliana vacuolar type ATPase 
subunit A mRNA. ESTs gb_N96435, gb_N96106, gb_N96189, 
gb_N96091, gb_AA042286, gb_F14324, gb_W43643, gb_N96027, 
gb_N96299, gb_R29943, gb_T43460, gb_T43544, gb_T22472 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162644 

LIB3177-047-P1-K1-E11 

BLASTX 

gll70660 

231 

3.0e-19 

109 

46 

MEVALONATE KINASE (MK) >gi_541880_pir S42088 mevalonate 

kinase (EC 2.7.1.36) - Arabidopsis thaliana 

>gi_4 56614_emb_CAA54820_ (X77793) mevalonate kinase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162645 

LIB3177-047-P1-K1-E12 

BLASTX 

gl32074 

345 

2.0e-32 

129 

57 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR - 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1. 1.. 39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162646 

LIB3177-047-P1-K1-F11 

BLASTX 

g2760832 

214 

2.0e-17 

79 

57 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162647 

LIB3177-047-P1-K1-F12 

BLASTN 

g4757662 

56 

l.Oe-22 

156 

84 

Genomic sequence for Arabidopsis thaliana 
chromosome I, complete sequence 



BAG F10B6 from 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162648 

LIB3177-047-P1-K1-F9 

BLASTN 

g4741184 

44 

2.0e-15 

144 

83 



21644 



NCBI Description 



Arabidopsis thaliana DNA chromosome 3, BAG clone T23J7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162649 

LIB3177-047-P1-K1-G10 

BLASTX 

g4587542 

211 

3.0e-17 

81 

54 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162650 

LIB3177-047-P1-K1-G11 

BLASTX 

g3281858 

355 

l.Oe-33 

134 

54 

(AL031004) ribosomal protein S6 - like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162651 

LIB3177-047-P1-K1-G12 

BLASTN 

g4581138 

107 

5.0e-53 

325 

88 

Arabidopsis thaliana chromosome II BAC FlOll genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162652 

LIB3177-047-P1-K1-G5 

BLASTX 

gl752734 

154 

3.0e-10 

101 

41 

(D78510) beta-glucan-elicitor receptor [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162653 

LIB3177-047-P1-K1-G7 

BLASTX 

gl480078 

330 

7.0e-31 

110 

59 

(X99696) shaggy-like protein kinase iota [Arabidopsis 
thaliana] >gi_2444277_gb_AAB7154 5 . 1_ (AF019927) 
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GSK3/shaggy-like protein kinase [Arabidopsis thaliana] 



Seq. No. 


1d^do4 


Seq. ID 


LIB3177-047-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g^^^OUJi 


BLAST score 


/ 1 


E value 


0 . ue-iz 


Match length 




% identity 




NCBI Description 


AraDidopsis tnaiiana una cnroitiosonie ^, rjooM 




fragment No 


Seq. No. 


162655 


Seq. ID 


LIB3177-048-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g^y ^iuy4 


BLAST score 


TOO 

loo 


E value 


1 . ue-i J 


Match length 


C\ A 


% identity 


C A 


NCBI Description 


\ArUxoX/4j TimoreQOXin r tDxassica napusj 


beq. NO. 


X oo o 


Seq. ID 


LIB3177-04 8-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3834309 


BLAST score 


354 


E value 


l.Oe-33 


Match length 


141 


% identity 


57 


NCBI Description 


{AC005679) Strong similarity to glycoprotein 



I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W43262 come from this gene. [Arabidopsis thaliana] 

162657 

LIB3177-048-P1-K1-A4 

BLASTN 

g4220510 

53 

5.0e-21 

148 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162658 

LIB3177-048-P1-K1-A6 

BLASTX 

g322571 

233 

8.0e-20 

66 

74 

proteinase inhibitor II - Arabidopsis thaliana 
>gi_16427_emb_CAA48892_ (X69139) protease inhibitor II 
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[Arabidopsis thaliana] >gi_4038041 (AC005936) proteinase 
inhibitor II [Arabidopsis thaliana] 



Seq. No. 


162659 


Seq. ID 


LIB3177-048-P1-K1-A7 


irie unoa 


O LiriO 1 IN 






Diiftoi score 


ft *l 




7 Oe-16 


L\ia ucn j.engcn 


^ / 


% identity 


ft c; 




rax cliJXU.U^o X o Liia.XXa.llct UlNrl Olix LflUL/owlllcr 






Seq. No. 


162660 


Otr • ±Lf 


JLiXDOJ. / / UfiO trX Jax rt,;? 


lYic unoQ 


Oiji/ao 1 A 


KIPRT CT 


rrl 7 "^9 ^7 n 

gi /j^j / u 


RT ZiQT c r^ri-ra 
Dixrt.O i oCOXC 


'^1 7 


E value 


J . ue*"Z 


DQatcn ±enytn 


xUO 




O X 


iNL/t3i uescripuion 


{uf^io^} De ta— gxucosiaase [AraDiuops 


Seq. No. 


162661 


Seq. ID 


LIB3177-048-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


198 


E value 


3.0e-15 


Match length 


115 


% identity 


42 


NCBI Description 


chlorophyll a/b-binding protein CP29 



F24G24 



>gi_2 9803 6_emb_CAA5 0 7 1 2_ 
thaliana] 



Arabidopsis thaliana 
(X71878) CP29 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162662 

LIB3177-048-P1-K1-C10 

BLASTX 

g4585935 

380 

l.Oe-36 

125 

62 

{AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_ 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

162663 

LIB3177-048-P1-K1-C12 

BLASTX 

g2618721 

345 

2.0e-32 

130 

58 

(U49072) IAA16 [Arabidopsis thaliana] 



21647 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162664 

LIB3177-048-P1-K1-C9 

BLASTX 

g2262167 

308 . 

2.0e-28 

87 

14 

(AC002329) cytosolic ribosomal protein 34 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162665 

LIB3177-048-P1-K1-D10 

BLASTX 

gl32074 

304 

8.0e-28 

113 

59 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana. 

162666 

LIB3177-048-P1-K1-D11 

BLASTX 

g4406816 

285 

l.Qe-25 

103 

58 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
162667 

LIB3177-048-P1-K1-E9 

BLASTX 

gll72873 

191 

l.Oe-14 

82 

49 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043)" thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162668 

LIB3177-048-P1-K1-F11 

BLASTX 

g2129583 

263 

6.0e-23 

107 

58 

ferritin - Arabidopsis thaliana >gi_124 6401_emb_CAA63932_ 



21648 



(X94248) ferritin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162669 

LIB3177-048-P1-K1-F12 

BLASTX * 

gl351272 

286 

9.0e-26 

102 

60 

TRIOSEPHOSPHATE ISOMEEU^SE, CYTOSOLIC (TIM) >gi_4 14550 
(U02949) cytosolic triose phosphate isoinerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162670 

LIB3177-04 8-P1-K1-G10 

BLASTX 

g4337175 

286 

l.Oe-25 

106 

56 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162671 

LIB3177-04 8-P1-K1-G12 

BLASTX 

gl32074 

349 

6.0e-33 

150 

52 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063__pir RECMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162672 

LIB3177-04 8-P1-K1-G8 

BLASTN 

g22564 

60 

5.0e-25 

212 

82 

A. thaliana tufA gene for elongation factor Tu 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162673 

LIB3177-04 8-P1-K1-G9 

BLASTX 

g3941289 - * 

183 

2.0e-13 



21649 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
45 

(AF018093) similarity to SCAMP37 [ Pisuin,.sativum] 
162674 

LIB3177-048-P1-K1-H10 

BLASTX 

g282865 

428 

3.0e-42 

147 

56 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ {X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ {AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

162675 

LIB3177-048-P1-K1-H11 

BLASTX 

gll73104 

344 

2.0e-32 

137 

53 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi__2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 

162676 

LIB3177-048-P1-K1-H12 

BLASTN 

g2244747 

63 

7.0e-27 
225 

85 . • 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

162677 

LIB3177-04 8-P1-K1-H7 

BLASTN 

g4539378 

80 

6.0e-37 

168 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162678 

LIB3177-048-P1-K1-H9 

BLASTX 

g3550519 



21650 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 

7.0e-09 

130 

29 

(AJ007630) oxygenase [Nicotiana tabacum] 
162679 

LIB3177-04 9-P1-K1-A1 

BLASTX 

g2119846 

336 

8.0e-32 

88 

74 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



162680 

LIB3177-04 9-P1-K1-A2 

BLASTN 

g4'206762 

118 

7.0e-60 

209 

90 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

162681 

LIB3177-04 9-P1-K1-A3 

BLASTN 

g3608494 

71 

5.0e-32 

135 

88 

Arabidopsis thaliana plastid division protein FtsZ mRNA, 
complete cds 

162682 

LIB3177-04 9-P1-K1-A4 

BLASTN 

g2264304 

96 

l.Oe-46 

192 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 

162683 

LIB3177-04 9-P1-K1-A5 



21651 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4713943 

94 

2.0e-45 

250 

84 

Arabidopsis thaliana chromosome 1 BAC T8K14 sequence, 
complete sequence 

162684 

LIB3177-04 9-P1-K1-A7 

BLASTN 

gll45698 

35 

2.0e-10 

87 

85 

Arabidopsis thaliana delta tonoplast integral protein gene, 
partial cds 

162685 

LIB3177-04 9-P1-K1-B1 

BLASTX 

gl02278 

282 

*2.0e-25 
85 
10 

ubiquitin 14 - slime mold (Dictyostelium. discoideum) 
162686 

LIB3177-04 9-P1-K1-B11 

BLASTX 

gll70089 

262 

4.0e-23 

86 

64 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162687 

LIB3177-04 9-P1-K1-B3 

BLASTX 

g3695383 

267 

2.0e-23 

115 

55 

(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



21652 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162688 

LIB3177-049-P1-K1-B4 

BLASTN 

g2264316 

67 

2.0e-29 

306 

58 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162689 

LIB3177-04 9-P1-K1-B9 

BLASTN 

g3228389 

117 

4 .Oe-59 

265 

86 

Genomic sequence for Arabidopsis thaliana BAG F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



162690 

LIB3177-04 9-P1-K1-C1 

BLASTX 

gll5778 

136 - 

3.0e-10 

111 

44 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_282896_pir S22511 chlorophyll 

a/b-binding protein (cab-1) - white mustard 
>gi_21138_emb_CAA34459_ (X16436) chlorophyll a/b-binding 
protein (AA 1-266) [Sinapis alba] >gi_21140_emb_CAA33903_ 
{X15894) chlorophyll a/b-binding polypeptide [Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162691 

LIB3177-04 9-P1-K1-C11 

BLASTX 

g2982299 

180 

2.0e-13 
84 
48 

(AF051234) 
raariana] 



transcription factor BTF3 homolog [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162692 

LIB3177-049-P1-K1-C2 

BLASTX 

g2160168 

251 

9.0e-22 

98 

60 

(AC000132) Strong similarity to 



communis 



21653 



phosphoglycerate mutase {gb_X70652) . ESTs 
gb_T41853,gb_T76648 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162693 

LIB3177-04 9-P1-K1-C3 

BLASTX 

g3831470 

262 

4,0e-23 

76 

72 

(AC005700) unknown protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162694 

LIB3177-049-P1-K1-C4 

BLASTN 

g2245073 

70 

4.0e-31 

300 

82 

.Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No " 



Seq. No. 


162695 


Seq. ID 


LIB3177-049- 


Method 


BLASTX 


NCBI GI 


g2500959 


BLAST score 


126 


E value 


l.Oe-09 


Match length 


104 


% identity 


33 


NCBI Description 


ALANYL-TRNA 




>gi_1653611_ 




[Synechocysl 


Seq. No. 


162696 


Seq. ID 


LIB3177-049- 


Method 


BLASTN 


NCBI GI 


g2789659 


BLAST score 


92 


E value 


3.0e-44 


Match length 


261 


% identity 


83 


NCBI Description 


Arabidopsis 


Seq. No. 


162697 


Seq. ID 


LIB3177-049- 


Method 


BLASTX 


NCBI GI 


g2499973 


BLAST score 


271 


E value 


5.0e-24 


Match length 


82 


% identity 


70 


NCBI Description 


PHOTOSYSTEM 



-Kl-Dll 



NTHETASE (ALANINE~TRNA LIGASE) (ALARS) 
_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 



■P1-K1-D12 



5 KD PROTEIN PRECURSOR (PSII-T) 



21654 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_14 65366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 



162698 

LIB3177-04 9-P1-K1-D4 

BLASTX' 

g2529665 

227 

4 .Oe-19 
78 
64 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162699 

LIB3177-04 9-P1-K1-D5 

BLASTN 

g4741939 

53 

3.0e-21 

154 

82 

Arabidopsis thaliana Lhca2 protein (Lhca2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162700 

LIB3177-04 9-P1-K1-E1 

BLASTX 

g4454036 

213 

2.0e-17 

82 

57 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

162701 

LIB3177-04 9-P1-K1-E12 

BLASTX 

g2317731 

177 

2.0e-13 

61 

59 

(AF013628) reversibly glycosylated polypeptide-2 
[Arabidopsis thaliana] 

162702 

LIB3177-04 9-P1-K1-E2 

BLASTX 

g4467099 

186 

2.0e-14 

56 

71 

{AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 



21655 



Seq. No. 

Seq. ID 

Method 

NC3I GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162703 

LIB3177-049-P1-K1-E3 

BLASTN 

g4539309 

86 .... 

l.Oe-40 

306 

82 

Arabidopsis thaliana DNA chromosome 4, 
{ESSA project) 



BAG clone F19H22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162704 

LIB3177-04 9-P1-K1-F1 

BLASTX 

gl732572 

139 

l.Oe-08 

67 

51 

(U72154) beta-glucosidase [Brassica nigra] 
162705 

LIB3177-04 9-P1-K1-F2 

BLASTN 

g4584351 

119 

3.0e-60 

338 

84 

Arabidopsis thaliana chromosome II BAG T12H3 genomic 
sequence, complete sequence 

162706 

LIB3177-04 9-P1-K1-F3 

BLASTX 

gll70028 

175 

8.0e-13 

73 

55 

GLUTAMATE-l-SEMIALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-l-SEMIALDEHYDE AMINOTRANSFERASE 1) (GSA-AT 1) 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



162707 

LIB3177-049-P1-K1-F4 

BLASTN 

g2231164 

67 

3.0e-29 

175 

85 

Oryza sativa integral membrane protein (OsNramp2) mRNA, 
complete cds 



21656 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162708 

LIB3177-049-P1-K1-F5 

BLASTN 

g4220635 

61 

8.0e-26 

251 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone 



162709 

LIB3177-04 9-P1-K1-F7 

BLASTX 

g2058456 

142 

2.0e-09 

47 

64 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_234 5150_gb__AAB67830_ (AF014822) developmentally 
regulated GTP binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162710 

LIB3177-04 9-P1-K1-G1 

BLASTN 

gl66695 

139 

3.Ge-72 

283 

87 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 

162711 

LIB3177-049-P1-K1-G10 

BLASTN 

g4454022 

35 

2.0e-10 

75 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162712 

'LIB3177-04 9-P1-K1-G2 

BLASTX 

g452470 

273 

3.0e-24 . 

88 

68 

(U05218) ATP sulfurylase [Arabidopsis thaliana] 



Seq. No. 



162713 



21657 



Seq. ID LIB3177-049-P1-K1-G3 

Method BIASTX 

NCBI GI g4336758 

BLAST score 375 

E value 4 . Oe-36 

Match length 96 

% identity 74 

NCBI Description (AF104454) catalase [Brassica juncea] 

Seq. No. 162714 

Seq. ID LIB3177-049-P1-K1-G8 

Method BLASTX 

NCBI Gi g4512682 

BLAST score 332 

E value 4.0e-31 

Match length 112 

% identity 64 

NCBI Description {AC006931) unknown protein [Arabidopsis thaliana] 

Seq. No. 162715 

Seq. ID LIB3J.77-049-P1-K1-H1 

Method. BLASTX 

NCBI GI g4218120 

BLAST score 268 

E value l.Oe-23 

Match length 105 

% identity 58 

NCBI Description {AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

Seq. No. 162716 

Seq. ID LIB3177-049-P1-K1-H2 

Method BLASTX 

NCBI GI g2190259 

BLAST score 141 

E value 9.0e-09 

Match length 81 

% identity 37 

NCBI Description (D86385) A-type cyclin [Catharanthus ros'eus] 

Seq. No. 162717 

Seq. ID LIB3177-049-P1-K1-H8 

Method BLASTX 

NCBI GI g4741952 

BLAST score 142 

E value 4.0e-09 

Match length 59 

% identity 4 9 

NCBI Description {AF134126) Lhcb3 protein [Arabidopsis thaliana] 

Seq. No. 162718 

Seq. ID LIB3177-049-P1-K2-A1 

Method BLASTX 

NCBI GI gll5767 

BLAST score 717 

E value 3.0e-76 

Match length 134 



21658 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb__CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

162719 

LIB3177-04 9-P1-K2-A10 

BLASTX 

g2492517 

123 

2.0e-48 - 

135 

76 

26S PROTEASE REGULATORY SUBUNIT 6B (TAT-BINDING PROTEIN-7) 
(TBP-7) >gi_1395186_dbj_BAA09340_ (D50695) proteasomal 
ATPase (Tat-binding protein7) [Rattus norvegicus] 

162720 

LIB3177-04 9-P1-K2-A2 

BLASTN 

g4206762 

123 

l.Oe-62 

337 - .-...^ 

83 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

162721 

LIB3177-04 9-P1-K2-A4 

BLASTX 

g4455225 

470 

3.0e-47 

106 

78 

(AL035440) putative protein [Arabidopsis thaliana] 
162722 

LIB3177-04 9-P1-K2-B1 

BLASTX 

gl076708 

596 

6.0e-62 

120 

28 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA037 64_ (D16248) ubiquitin [Glycine max] 
>gi_4 56714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84 440_ {Z34988) seed tetraubiqyitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 



21659 



>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162723 

LIB3177-04 9-P1-K2-B11 

BLASTX 

gll70089 

621 

6. Oe-65 

127 

97 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi__481822_pir S39542 probable glutathione transferase (EC 

2.5,1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 9778 9_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004 669) glutathione 
S-transferase [Arabidopsis thaliana] 

162724 

LIB3177-04 9-P1-K2-B3 

BLASTX 

g3510259 

173 

4.0e-31 

91 ' , " 

76 

(AC005310) putative inorganic pyrophosphatase [Arabidopsis 
thaliana] >gi_3522960 (AC004411) putative inorganic 
pyrophosphatase [Arabidopsis thaliana] 

162725 

LIB3177-04 9-P1-K2-B4 

BLASTN 

g2264316 

92 

4.0e-44 

405 

36 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162726 

LIB3177-04 9-P1-K2-B6 

BLASTX 

g3024022 

396 

l.Oe-38 

84 

88 

INITIATION FACTOR 5A-5 (EIF-5A) (EIF-4D) 

>gi_2225885_dbj_BAA2087 9_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq.- No. 
Seq, ID 
Method 
NCBI GI 



162727 

LIB3177-04 9-P1-K2-B8 

BLASTX 

gl710780 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



181 

l.Oe-13 

58 

66 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podosppra 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162728 

LIB3177-04 9-P1-K2-B9 

BLASTN 

g3228389 

184 

5.0e-99 

280 

96 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

162729 

LIB3177-04 9-P1-K2-C1 

BLASTX 

gll5767 

495 

2.0e-50 

95 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81 603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27 541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

162730 

LIB3177-04 9-P1-K2-C11 

BLASTX 

g2982299 

251 

2.0e-21 

92 

60 

(AF051234) transcription factor BTF3 homolog [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162731 

LIB3177-04 9-P1-K2-C12 

BLASTX 

gl737218 

42 

l.Oe-50 

123 

84 

{U79959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162732 

LIB3177-04 9-P1-K2-C3 

BLASTX 

g3831470 

400 

5.0e-39 
128 
70 

{AC005700) 
thaliana] 



unknown protein, 3' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162733 

LIB3177-04 9-P1-K2-C4 

BLASTN 

g2245073 

190 

l.Oe-102 

409 

93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 


162734 


Seq, ID 


LIB3177-049-P1-K2-C6 • 


Method 


BLASTX 


NCBI GI 


gl732572 


BLAST score 


81 


E value 


2 . Oe-18 


Match length 


71 


% identity 


72 


NCBI Description 


(U72154) beta-glucosidase [Brassica nigra 


Seq. No. 


162735 


Seq. ID 


LIB3177-04 9-P1-K2-D1 


Method • 


BLASTX 


NCBI GI 


gl70354 


BLAST score 


588 


E value 


5.0e-61 


Match length 


118 


% identity 


22 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotic 


Seq. No. 


162736 


Seq. ID 


LIB317 7-04 9-P1-K2-D12 


Method 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


370 


E value 


2.0e-35 


Match length 


99 


% identity 


75 


NCBI Description 


(AF040102) pl05 [Arabidopsis thaliana] 


Seq. No. 


162737 


Seq. ID 


LIB3177-04 9-P1-K2-D2 


Method 


BLASTN " 


NCBI GI 


g515373 


BLAST score 


172 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 



7.0e-92 

176 

99 

Arabidopsis thaliana chloroplast DNA 
162738 

LIB3177-04 9-P1-K2-D3 

BLASTX 

g2499973 

316 

2.0e-29 

76 

93 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 

162739 

LIB3177-04 9-P1-K2-D4 

BLASTX 

g2529665 

560 

l.Oe-57 

135 

83 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162740 

LIB3177-04 9-P1-K2-D5 

BLASTX 

g4741940 

576 

l.Oe-59 

133 
58 

{AF134120) Lhca2 protein [Arabidopsis thaliana] 
162741 

LIB3177-04 9-P1-K2-D6 

BLASTN 

g4741939 

62 

2.0e-26 

200 

82 

Arabidopsis thaliana Lhca2 protein (Lhca2) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162742 

LIB3177-04 9-P1-K2-D7 

BLASTX 

g4585935 

539 

3.0e-55 

117 

87 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 11_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

162743 

LIB3177-04.9-P1-K2-D8 

BLASTX 

g2119846 

710 

2.0e-75 

135 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

162744 

LIB3177-04 9-P1-K2-E1 

BLASTX 

g4454036 , 

657 

4.0e-69 

135 

91 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162745 

LIB3177-04 9-P1-K2-E10 

BLASTX 

g4585966 

474 

l.Oe-47 

122 

75 

(AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 

162746 

LIB3177-04 9-P1-K2-E12 

BLASTN 

g2317730 

44 

3.0e-16 

60 

93 

Arabidopsis thaliana reversibly glycosylated polypeptide-2 
(AtRGP) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162747 

LIB3177-04 9-P1-K2-E2 

BLASTX 

g4467099 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



665 

5.0e-70 

133 

98 

{AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 

162748 

LIB3177-04 9-P1-K2-E3 

BLASTN 

g4539309 

295 

l.Oe-165 

421 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 

162749 

LIB3177-049-P1-K2-E6 

BLASTN 

g3309085 

103 

8.0e-51 

119 

97 

Arabidopsis thaliana calcineurin B-like protein 3 (CBL3) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162750 

LIB3177-04 9-P1-K2-E8 

BLASTN 

g4589440 

54 

l.Oe-21 

62 

97 

Arabidopsis thaliana genomic. DNA, chromosome 3, PI clone 
MSD21, complete sequence ■ 



Seq. No. 162751 

Seq. ID LIB3177-049-P1-K2-F1 

Method BLASTX 

NCBI GI gl732570 

BLAST score 340 

E value 5.0e-32 

Match length 96 

% identity 81 

NCBI Description (U72153) beta-glucosidase [Arabidopsis thaliana] 

Seq. No. 162752 

Seq, ID LIB3177-049-P1-K2-F10 

Method BLASTN 

NCBI GI g4753645 

BLAST score 185 

E value l.Oe-99 

Match length 428 



21665 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17N18 
(ESSA project) 

162753 

LIB3I77-04*9-PI-F2-T2 - 

BLASTN 

g4584351 

349 

O.Oe+00 

349 

100 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

162754 

LIB3177-04 9-P1-K2-F3 

BLASTX 

gll70028 

547 

3.0e-56 

125 

86 

GLUTAMATE-l-SEMIALDEHYDE 2 , 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-l-SEMIALDEHYDE AMINOTRANSFERASE 1) (GSA-AT 1) 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 


162755 


Seq. ID 


LIB3177-049-P1-K2- 


Method 


BLASTX 


NCBI GI 


g2231149 


BLAST score 


416 


E value 


4.0e-41 


Match length 


87 


% identity 


99 


NCBI Description 


(L81152) integral 


Seq. No. 


162756 


Seq. ID 


LIB3177-049-P1-K2 


Method 


BLASTX 


NCBI GI 


gl29915 


BLAST score 


102 


E value 


l.Oe-19 


Match length 


76 


% identity 


62 


NCBI Description 


PHOSPHOGLYCERATE 



■F4 



[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



ASE, CHLOROPLAST PRECURSOR 

. ;C phosphoglycerate kinase (EC 2.7.S 

precursor, chloroplast - wheat >gi__21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi__329304 3_emb_CAA51931_ {X73528) 
phosphoglycerate kinase [Triticum aestivum] 

162757 

LIB3177-04 9-P1-K2-F7 
BLASTX 



.3) 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descrif)tion 



g2058456 
354 

2.0e-41 

119 

75 

{U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_234 5150_gb_AAB67830_ (AF014822) developmentally 
regulated GTP binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162758 

LIB3177-04 9-P1-K2-F8 

BLASTX 

g4539459 

352 

2.0e-33 

137 

47 

{AL049500) putative protein [Arabidopsis thaliana] 
162759 

LIB3177-04 9-P1-K2-F9 

BLASTX 

g2781354 

571 - ^ . ' 

5.0e-59 

134 

82 

(AC003113) F24O1.10 [Arabidopsis thaliana] 

"162760 
LIB3177-04 9-P1-K2-G1 
BLASTX 
gll69201 
444 

4 .Oe-44 

113 

81 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 {M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162761 

LIB3177-04 9-P1-K2-G10 

BLASTX 

g4454037 

490 

l.Oe-4 9 
92 
97 

(AL035394) 
thaliana] 



putative major latex protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162762 

LIB3177-04 9-P1-K2-G12 

BLASTN 

g4309747 

40 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-13 

118 

88 

Arabidopsis thaliana chromosome II BAG T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana) 



Seq. No. 


162763 


Seq. ID 


LIB3177-04y-Pl-Kz-Gz 


Method 


BLASTX 


NCBI GI 


g452470 


BLAST score 


131 


E value 


2 . Oe-07 


Match length 


120 


% identity 


82 


NCBI Description 


{U05218) ATP sulfuryl 


Seq. No. 


162764 


Seq. ID 


LIB317 7-04 9-Pl-K^-Go 


Method 


BLASTX 


NCBI GI 


g4336756 


BLAST score 


527 


E value 


5 . Oe-54 


Match length 


1 AA 
100 


% identity 


99 


NCBI Description 


(AF104453) catalase [ 


Seq. No. 


162765 


Seq. ID 


LIB3177-04 9-P1-K2-G4 


Method 


BLASTN 


NCBI GI 


g405130 


BLAST score 


217 


E value 


l.Oe-119 


Match length 


285 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 



cyclophilin (R0C4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162766 

LIB3177-04 9-P1-K2-G5 

BLASTX 

g4585935 

590 

3.0e-"61 

115 

97 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474 194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162767 

LIB3177-04 9-P1-K2-G8 

BLASTX 

g4512682 

658 

3.0e-69 

135 

96 
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NCBI Description (AC006931) unknown protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162768 

LIB3177-04 9-P1-K2-H1 

BLASTX 

g4218120 

473 

l.Oe-47 

121 

76 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162769 

LIB3177-049-P1-K2-H12 

BLASTX 

g3024898 

154 

4 .Oe-10 

54 

50 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE KIAA0224 (HA4657). >gi_1504028_dbj_BAA13213_ 
(D86977) similar to putative ATP-dependent RNA helicase 
K03H1.2 of C.elegans (S41025) [Homo sapiens] >gi_3123906 
(AF038391) pre-mRNA splicing factor [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162770 

LIB3177-049-P1-K2-H2 

BLASTX 

g4218120 

258 

2.0e-22 
119 
50 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162771 

LIB3177-049 

BLASTX 

g2119848 

508 

l.Oe-51 

111 

87 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsi 
photosystem 
[Arabidopsi 
photosystem 
[Arabidopsi 



■P1-K2-H3 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 
s thaliana] >gi_3128229 (AC004077) putative 

II type I chlorophyll a/b binding protein 
s thaliana] >gi_3337372 (AC004481) putative 

II type I chlorophyll a/b binding protein 
s thaliana] 



Seq. No. 
Seq. ID 



162772 

LIB3177-04 9-P1-K2-H5 
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Method 
NCBI GI 
BLAST score - 
E value 
Match length 

identity * 
NCBI Description 



BLASTX 

g282865 

506 

2.0e-51 

121 

81 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162773 

LIB3177-04 9-P1-K2-H7 

BLASTN 

gl419473 

127 

3.0e-65 

191 

92 

A. thaliana chloroplast ndhA gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162774 

LIB3177-04 9-P1-K2-H8 
BLASTX . ^' 

g4741952 
641 

3.0e-67 . 

119 

75 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162775 

LIB3177-050-P1-K1-A1 . 

BLASTX 

g4587525 

175 

l.Oe-12 

125 

33 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transf er protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene, 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162776 

LIB3177-050-P1-K1-A10 

BLASTX 

g2832683 

331 

6.0e-31 

117 

62 

(AL021712) putative protein [Arabidopsis thaliana] 



Seq. No. 



162777 



21670^ 



• 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-050-P1-K1-A2 

BLASTN 

g3327922 

84 

2.0e-39 

184 . 

86 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq. NO. 




beq. lu 








NCBI GI 


gll72977 


BLAST score 


307 


E value 


4 . ue— 


Matcn iengtn 


1^ y 


% Identity 


C >1 

54 


NCBI Description 


bus RIBOSOMAL PROTEIN Llo >gi 606970 (U15741 




ribosomal protein L18 [Arabidopsis thaliana] 


beq. No. 


1 O T T Q 


beq. ID 


LIBJl / / -UoU-Pl-Kl-A6 






NCBI GI 


g541667 


BLAST score 


171 


E value 


4.0e-12 


Match length 


142 


% identity 


23 


NCBI Description 


(X79339) musashi [Drosophila melanogaster ] 


Seq. No. 


162780 


Seq. ID 


LIB3177-050-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g3449334 


BLAST score 


62 


E value 


3.0e-26 


Match length 


206 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MYH9, complete sequence [Arabidopsis thaliana] 
162781 

LIB3177-050-P1-K1-B11 

BLASTX 

g2119846 

321 

9.0e-30 

110 

58 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



21671 



Seq. No. 


162782 


Seq. ID 


LIB3177-050-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2199574 


BLAST score 


245 


E value 


8.0e-21 


Match length 


82 


% identity 


60 


NCBI Description 


(AF004293) aquaporin 


Seq. No. 


162783 


Seq. ID 


LIB3177-0b0-Pl-Kl-Bo 


Method 


BLASTX 


NCBI GI 


g267073 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


98 


% identity 


45 


NCBI Description 


TUBULIN BETA-2/BETA- 



Seq. - No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. -No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

162784 

LIB3177-050-P1-K1-B4 

BLASTX 

g2252827 

367 

4 .Oe-35 

110 

67 

(AF013293) No definition line found [Arabidopsis thaliana] 
162785 

LIB3177-050-P1-K1-B6 

BLASTX 

g4240116 

277 

l.Oe-24 
106 
58 - 

(AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj_BAA7 4838_ (AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 

162786 

LIB3177-050-P1-K1-B7 

BLASTX 

g2262173 

240 

3.0e-20 

90 

52 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 



21672 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162787 

LIB3177-050-P1-K1-B8 

BLASTX 

g3789942 

402 

3.0e-39 

132 

13 

(AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162788 

LIB3177-050-P1-K1-C2 

BLASTX 

gll5783 

357 

7.0e-34 

126 

60 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


162789 


Seq. ID 


LIB.3177-050-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2245138 


BLAST score 


185 


E value 


8.0e-14 


Match length 


55 


% identity 


69 


NCBI Description 


(Z97344) hypothetical 


Seq. No. 


162790 


Seq. ID 


LIB3177-050-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll9975 


BLAST score 


292 


E value 


2.0e-26 


Match length 


96 


% identity 


67 


NCBI Description 


FERREDOXIN PRECURSOR 




[2Fe-2S] precursor - , 



Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162791 

LIB3177-050-P1-K1-C5 

BLASTX 

g2062161 

486 

5.0e-49 

136 

36 

{AC001645) jasmonate inducible protein isolog [Arabidopsis 



21673 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162792 

LIB3177-050-P1-K1-C6 

BLASTX 

gl66702 

174 

2.0e-12 

78 

53 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

162793 

LIB3177-050-P1-K1-C8 

BLASTX 

gll5767 

169 

6.0e-12 

95 

38 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB .65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27 541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

162794 

LIB3177-050-P1-K1-D2 

BLASTX 

g2982469 

241 

3.0e-20 

141 

44 

(AL022223) putative protein [Arabidopsis thaliana] 
162795 

LIB3177-050-P1-K1-D3 

BLASTX 

gl32074 

203 

3.0e-16 

83 

53 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162796 

LIB3177-050-P1-K1-D4 

BLASTN 

g4Q38029 

48 



21674 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-18 

161- 

93 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, .complete sequence [Arabidopsis thaliana] 

162797 

LIB3177-050-P1-K1-D5 

BLASTX 

g2661422 

323 

5.0e-30 

119 

59 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_emb_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162798 

LIB3177-050-P1-K1-D6 

BLASTX 

gl363487 

165 

2.0e-ll 

54 

57 

IAA7 protein - Arabidopsis thaliana >gi_972917 (U18409) 
IAA7 [Arabidopsis thaliana] 

162799 

LIB3177-050-P1-K1-D7 

BLASTX 

g2581783 

301 

2,0e-27 

124 

54 

(U94998) class 1 non-symbiotic hemoglobin [Arabidopsis 
thaliana] >gi_4 678203_gb_AAD26949 . 1_AC007134_7 (AC007134) 
class 1 non-symbiotic hemoglobin (AHBl) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162800 

LIB3177-050-P1-K1-E10 

BLASTX 

g4539419 

167 

l.Oe-11 

75 

48 

(AL049171) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



162801 

LIB3177-050-P1-K1-E2 
BLASTX 



21675 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3928092 
296 

8.0e-27 

126 

52 

(AC005770) unknown protein [Arabidopsis thaliana] 
162802 

LIB3177-050-P1-K1-E4 

BLASTN 

g4206766 

32 

l.Oe-08 

52 

90 

Arabidopsis thaliana glycine-rich protein 3 short isoform 
(GRP3S) luRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162803 

LIB3177-050-P1-K1-E7 

BLASTX 

g2921094 

142 

8.0e-09 

58 

64 

(AF018174) thioredoxin-f [Brassica napus] 
162804 

LIB3177-050-P1-K1-F1 

BLASTX 

gl00196 

177 

8.0e-13 

72 

49 

chlorophyll a/b-binding protein (cab-11) 



- tomato 



162805 

LIB3177-050-P1-K1-F2 

BLASTX' 

g4585935 

333 

4.0e-31 

125 

53 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
{AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162806 

LIB3177-050-P1-K1-F4 

BLASTX 

gll75013 

218 

l.Oe-17 
121 



21676 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi__472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

162807 

LIB3177-050-P1-K1-F7 

BLASTX 

g541858 

286 

l.Oe-25 

128 

52 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 {AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 



Seq. No. 


162808 


Seq. ID 


LIB3177-050- 


Method 


BLASTX 


NCBI GI 


gl345594 


BLAST score 


173 


E value 


2.0e-12 


Match length 


112 


% identity 


38 


NCBI Description 


14-3-3-LIKE 




Kappa isofo: 


Seq. No. 


162809 


Seq. ID 


LIB3177-050 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


307 


E value 


5.0e-28 


Match length 


113 


% identity 


56 


NCBI Description 


(AF134130) : 


Seq. No. 


162810 


Seq. ID 


LIB3177-050 


Method 


BLASTX 


NCBI GI 


gl389699 


BLAST score 


198 


E value 


3.0e-15 


Match length 


129 


% identity 


39 


NCBI Description 


(U38845) ni 


Seq. No. 


162811 


Seq. ID 


LIB3177-050 


Method 


BLASTX 


NCBI GI 


g3402684 


BLAST score 


252 


E value 


l.Oe-21 


Match length 


108 



-P1-K1-F9 



1 [Arabidopsis thaliana] 



21677 



% identity 

NCBI Description 

Seq. No. 

Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

{AC004 697) hypothetical protein [Arabidopsis thaliana] 
162812 

LIB3177-050-P1-K1-G11 

BLASTX 

g507808 

229 

5.0e-19 

112 

47 

{D13987) phosphoenolpyruvate carboxylase [Brassica napus] 

>gi_743641_prf 2013218A phosphoenolpyruvate carboxylase 

[Brassica napus] 

162813 

LIB3177-050-P1-K1-G12 

BLASTX 

gl350680 

266 

2.0e-23 

112 

54 

60S RIBOSOMAL'*PROTEIN LI , 
162814 

LIB3177-050-P1-K1-G2 

BLASTX 

g2213595 

325 

3.0e-30 

122 

54 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
162815 

LIB3177-050-P1-K1-G4 

BLASTX 

gl934726 

319 

2.0e-29 

123 

59 

(U95034) germin-like protein [Arabidopsis thaliana] 
162816 

LIB3177-050-P1-K1-G6 

BLASTN 

g3449314 

48 

7.0e-18 

288 

79 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K22F20, complete sequence [Arabidopsis thaliana] 



Seq. No. 



162817 



21678 



Seq. ID 


j-ixo^x / / \J^\J tX r\x — Vjr / 


Method 




NCBI GI 


a2497733 


BLAST score 


211 


E value 


8.0e-17 


Match length 


114 








NUiNoftik^x t LlfiU-lKANbr LR PROTEIN 1 PRECURSOR (LTP 1) 




->gi_ii///yb (MoUoD/) non-specific lipid transfer protein 




l Araoiaopsis rnaiianaj >gi_J/8D018 (AC005499) unknown 




protein [Arabidopsis thaliana] 




X 0X0 




T TR"^! 77— nRO — PI — Wl — U1 H 
XilDOl / /— UOU rl J\l— nxU 


Method 




NCBI GI 


g2245031 


BLAST score 


120 


tit vctXLlC 


p Ho— f^T 
o . ue D X 




9ft R 
^ 0 o 




0 0 




Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


9*=>rr NFn 


1 fi9ft1 Q 
X 0 X ^ 


Ccirr in 

OC^^ • J.L/ 


T TR'^1 77— rmO — 01 —Vl —ul 1 
XtXtsox / /~UOU irl — r\i— nil 


Method 


BLASTX 


NCBI GI 


03128210 


BLAST score 


142 


E value 


l.Oe-08 


Msa+'/^Vs 1 1^ V Vt 

r'Jdt.L.n xenyLfi 


A n 


^ xuciicxLy 


/ u 


iNv^nx uescrxpcxon 


(ALUU4U//) putative cytochrome P450 protein [Arabidopsis 




tnaiianaj >gi_J-337378 (AC004481) putative cytochrome P450 




protein [Arabidopsis thaliana] 




X O ^ U 




T TR*^ T _n fl D1 tr^ UA 
XiXtJoX / / — UD U — r 1-J\1 -n4 


Method 


BLASTX 


NCBI GI 


g4510407 


RT.ZXqT Qr>OT*o 
OJUrVO 1 oL-vJic 


DU 


E value 


D . ue 1 1 


i.ua.LL.n xenytn 


oo 


o -LLiCllUXLy 




inL/DX uescrxpLion 


(ALUUbt>y/) unknown protein [Arabidopsis thaliana] 


O ■ IN vj ■ 


X O ^ X 


Cprr TD 


XtXtsjX / / UOU rl J\l— no 


Method 


BLASTN 


NCBI GI 


g2696018 


BLAST score 


47 


R 1 l]P 

V CI -L. U 


? n*»-i 7 

^ • U C7 X / 


Match length 


291 


% identity 


78 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MXC9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


162822 



21679 





LTR'^1 77-0S0-P1-K1-H7 




OXiriO 1 A. 


NGBI GI 


gl707008 


BLAST score 


278 


E V3.1ll© 


X • ue ^ *z 


Kit ^ V\ ^ ^ r\ 

Ma.tcn xengi-n --- - 


LID 


^ v*k ^ ^ ^ 1 r 




INL-DX UeSCITipi, J.OII 


t TM fkT? 1 \ '^n^ "TT HociOTyi;^ 1 OT"ot* *ain "i^olorr fAT^Hi Honci i <? 
VU/o/^x/ jv^o X xiJv^ouiitci X px v.^t.t;xti iD %j xo^xug L"-*- aU-i-U^jpo x o 




UilaXXdilcij 


O %r vJ[ • IN • 


162823 




T.TR31 77-nSn-Pl -K1 -Hfi 
Xixoox / / t X t\x no 




RT a<5TY 


IN O J. \J± 


^ X X U 7^ X 


BLAST score 


243 


E value 


l.Oe-20 




122 






inL/dx uescnpuion 


HMZi — nZiMZiPr — PIT pa TR /THT rpnTTOKI PPPlTFTM HRTI 1 9 PPFrTlPQnP 




^UX *3^XOOU pXX O^-J/VJ/ L/XaXXX^ pxv^L.cxii r^X ClX^X uvjpo X o 




1-h;:5Ti ^n;:^ >rr-i 1 666Q^ fMQftdSfi^ DRTI 1 9 T At* hi Hor>cj i <= l-hali 


OCt.^ • LNvJ ■ 


X U ^ O ^ *x 




J_iXJDOX / t \JU\J IT X A.^ rlX X 


Method 


BLASTX 


NCBI GI 


g4454014 


oJjAo i score 


f 


E value 


0 . ue Oft 


Match length 


1 9 C 
XZ D 


^ XQ.erit.xuy 


R7 


[mudx uescr xp L.xon 


v/^XiUjoj^dj puco-LXve pxouexn [/\xaX?XaopoXo un.aXXa.na. J 


O t:: • i>n_; . 


1 fi9fi9S 


Qtirr T n 

oec[, jLU 


T TR'^1 77-n'^n-PI -K9-A9 
XiXDjX / / yJDKJ tX Ja^jC riZ 


Method 


BLASTX 


NCBI GI 


g3128213 


oXiHo i score 


7 9 Q 


ti vaxue 


1 Oo— 77 

X . ue / / 


Match length 


X o 


^ xoenLXcy 


Q Q 


iNCoX uescr xpt-xon 


^ /t.v_, u u ft u / /J nypounetxccix pxc_>uexii Lr\xcixjxuupoXo uxiaxxcincij 


O C • IN ^ • 


J. \J ^ (J ^ \J 


oeOj • XL/ 


T TR'^1 77-n^n-P1 -K'9-A? 




RT A^TY 


INL/JDX oX 


rr4 "^"^T 17^ 
y4jj / X / J 


DXi/io 1 iscuxe 


*2 J X 


E value 


3.0e-45 


Match length 


90 


^ -Lueii u J. y 


^ o 


NCBI Description 


(AC006416) ESTs gb T20589, gb T04648, gb AA597906, 




gb T04111, gb R84180, gb R65428, gb T44439, gb T76570, 




gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA04276: 




gb_AA720210 come from this gene. [Arabidopsis thaliana 


Seq. No. 


162827 


Seq. ID 


LIB3177-050-P1-K2-B11 



21680 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2119846 

259 

7.0e-23 

73 

70 

chlorophyll a/b-binding protein type I precursor LhblB2 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162828 

LIB3177-050-P1-K2-B2 

BLASTX 

gll75011 

396 

9.0e-39 

77 

97 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085__emb_CAA48356_ {X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162829 

LIB3177-050-P1-K2-B7 

BLASTX 

g2262173 

526 

9.0e-54 

136 

79 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162830 

LIB3177-050-P1-K2-C12 

BLASTN 

g4455168 

108 

7.0e-54 

281 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone FIOMIO 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162831 

LIB3177-050-P1-K2-C2 

BLASTX 

gll5783 

456 

l.Oe-45 

95 

92 



21681 



NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
' (CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 

chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162832 

LIB3177-050-P1-K2-C3 

BLASTN 

g2245126 

124 

2.0e-63 

302 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162833 

LIB3177-050-P1-K2-C5 

BLASTN 

g2062153 

44 

7,0e-16 

127 

43 

Arabidopsis thaliana .chromosome III BAG T62O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162834 

LIB3177-050-P1-K2-C6 

BLASTX 

gl66702 

151 

2.0e-10 

50 

64 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162835 

LIB3177-050-P1-K2-C8 

BLASTX 

gl6374 

502 

6.0e-51 

95 

100 

(X03908) chlorophyll a/b binding protein 
[Arabidopsis thaliana] 



(LHCP AB 180) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162836 

LIB3177-050-P1-K2-D11 

BLASTX 

gll5767 

615 

3.0e-64 

129 

89 



21682 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27 541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

162837 

LIB3177-050-P1-K2-D2 

BLASTN 

g4468103 

65 

8.0e-29 

77 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

162838 

LIB3177-050-P1-K2-D3 

BLASTX 

gl32074 

685 

2.0e-72 

135 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

162839 

LIB3177-050-P1-K2-D4 

BLASTN 

g4038029 

65 

4 .Oe-28 

287 

97 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162840 

LIB3177-050-P1-K2-D5 

BLASTX 

g2661422 

355 

9.0e-34 

120 

68 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_emb_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 



Seq. No. 



162841 



21683 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBi Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3177-050-P1-K2-D7 

BLASTX 

g2581783 

235 

7.0e-39 

96 

91 

(U94 998) class 1 non-symbiotic hemoglobin [Arabidopsis 
thaliana] >gi_4 678203_gb_AAD2694 9 . 1_AC007134_7 (AC007134) 
class 1 non-symbiotic hemoglobin (AHBl) [Arabidopsis 
thaliana] 

162842 

LIB3177-050-P1-K2-E2 

BLASTN 

g3928074 

153 

l.Oe-80 

339 

98 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162843 

LIB3177-050-P1-K2-E4 

BLASTN 

g4206766 

97 

2.0e-47 

169 

89 

Arabidopsis thaliana glycine-rich protein 3 short isoform 
(GRP3S) mRNA, complete cds 

162844 

LIB3177-050-P1-K2-E7 

BLASTX 

g2921094 

479 

5.0e-50 

120 

88 

(AF018174) thioredoxin-f [Brassica napus] 
162845 

LIB3177-050-P1-K2-E8 

BLASTX 

gl063415 

195 

l.Oe-15 

44 

89 

(L40948) K+ channel protein [Arabidopsis thaliana] 
162846 

LIB3177-050-P1-K2-F1 
BLASTX 



21684 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5385 
282 

2.0e-25 

69 

75 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

162847 

LIB3177-050-P1-K2-F11 

BLASTX 

gl769905 

99 

l.Oe-26 

128 

59 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

162848 

LIB3177-050-P1-K2-F12 

BLASTN 

gl916612 

47 

l.Oe-17 

143 

90 

Arabidopsis thaliana acetyl-CoA carboxylase 

biot in-containing subunit (CACl) gene, nuclear gene 

encoding chloroplast protein, complete cds 

162849 

LIB3177-050-P1-K2-F2 

BLASTX 

g4585935 

571 

4.0e-59 

112 

95 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4741946_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162850 

LIB3177-050-P1-K2-F3 

BLASTN 

g4589434 

135 

9.0e-70 

443 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 



Seq. No. 
Seq. ID 



162851 

LIB3177-050-P1-K2-F4 



21685 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll75013 

168 

4.0e-12 

74 

54 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi__472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No. 


1 CO Q t: 0 


Seq. ID 


LIB3177-050-P1-] 


Method 


BLASTX 


NCBI GI 


gzoiboU 


BLAST score 


•3 O Q 


E value 


1 . Oe- JO 


Match length 


14 b 


% identity 


A T 

4 / 


NCBI Description 


HYPOTHETICAL 


Seq. No. 


1 C O Q C "3 


oeq. lu 




Method 


BLASTX 


NCBI GI 


■ g23166t ' 


BLAST score 


155 


E value 


2.0e-10 


Match length 


57 


% identity 


47 


NCBI Description 


HYPOTHETICAL 22 


Seq. No. 


162854 


Seq. ID 


LIB3177-050-P1- 


Method 


BLASTX 


NCBI GI 


g541858 


BLAST score 


280 


E value 


8.0e-34 


Match .length 


90 


% identity 


78 


NCBI Description 


endoxyloglucan 



(ORF 1901) 



K2-F6 



nsferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162855 

LIB3177-050-P1-K2-F8 

BLASTN 

gl022779 

34 

2.0e-10 

66 

88 

Arabidopsis thaliana GF14 Kappa isoform mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



162856 

LIB3177-050-P1-K2-F9 
BLASTN 



21686 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4741959 
95 

4.0e-4 6 

234 

90 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162857 

LIB3177-050-P1-K2-G1 

BLASTX 

g417381 

503 

4.0e-53 

125 
90 

NITRILASE 1 >gi_99738_pir S22398 nitrilase 

Arabidopsis thaliana >gi_16400_emb_CAA45041_ 
nitrilase I [Arabidopsis thaliana] 



(EC 3.5.5,1) 
{X63445) 



162858 

LIB3177-050-P1-K2-G10 

BLASTX 

g3402684 

532 * , • 

8.0e-62 

143 

87 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
162859 

LIB3177-050-P1-K2-G11 

BLASTX 

g3402684 

235 

7.0e-20 

95 

57 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
162860 

LIB3177-050-P1-K2-G12 

BLASTX 

gl350680 

356 

7.0e-38 

118 

75 

60S RIBOSOMAL PROTEIN LI 
162861 

LIB3177-050-P1-K2-G2 

BLASTX 

g2213595 

604 

7.0e-63 
143 



21687 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



83 

(AC000348) T7N9.15 [Arabidopsis thalianah 
162862 

LIB3177-050-P1-K2-G4 

BLASTX 

gl934726 

481 

2.0e-48 

111 

87 

(U95034) germin-like protein [Arabidopsis thaliana] 
162863 

LIB3177-050-P1-K2-G6 

BLASTX 

g3123295 

391 

l.Oe-51 

133 
56 

CALMODULIN-RELATED PROTEIN 2, TOUCH-INDUCED >gi_2583169 
(AF026473) calmodulin-related protein [Arabidopsis 
thaliana] 

162864 

LIB3177-050-P1-K2-G7 

BLASTX 

g2497733 

525 

l.Oe-53 

118 

87 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

162865 

LIB3177-050-P1-K2-G8 

BLASTX 

gl750190 

139 

l.Oe-08 

26 

96 

{U79744) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

162866 

LIB3177-050-P1-K2-H10 

BLASTN 

g2245031 

48 

l.Oe-18 

71 

93 



21688 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162867 

LIB3177-050-P1-K2-H11 

BLASTX 

g3128210 

307 

4.0e-28 

65 

95 

(AC004077) putative cytochrome P450 protein [Arabidopsis 
thaliana] >gi_3337378 (AC004481) putative cytochrome P450 
protein [Arabidopsis thaliana] 

162868 

LIB3177-050-P1-K2-H3 

BLASTN 

g3746567 

141 

8.0e-74 

167 

96 

Arabidopsis thaliana branched-chain alpha-keto acid 
decarboxylase El beta subunit (BCDH betal) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162869 

LIB3177-050-P1-K2-H4 

BLASTN 

g4510392 

80 

l.Oe-37 

80 

100 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

162870 

LIB3177-050-P1-K2-H8 

BLASTX 

gll69201 

548 

3,0e-56 

137 

83 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162871 

LIB3177-050-P1-K2-H9 

BLASTX 

gll69201 

323 

6.0e-30 
99 



21689 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

•E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

162872 

LIB3177-052-P1-K1-A1 

BLASTX 

g2119846 

442 

3.0e-44 

83 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

162873 

LIB3177-052-P1-K1-A2 

BLASTX 

g4204285 

401 

4.0e-39 

124 

60 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

162874 

LIB3177-052-P1-K1-A3 

BLASTN 

g3985955 

199 

l.Oe-108 

333 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 

162875 

LIB3177-052-P1-K1-A4 

BLASTX 

gll7238 

590 

3.0e-61 

137 

87 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA627 54_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 



21690 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor, chloroplast [Arabidopsis thaliana) 
>gi_4490290_einb__CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

162876 

LIB3177-052-P1-K1-A8 

BLASTX 

g4006898 

510 

5.0e-52 

108 

94 

(Z99708) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162877 

LIB3177-052-P1-K1-B1 

BLASTX 

g543841 

508 

l.Oe-51 

103 

96 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

162878 

LIB3177-052-P1-K1-B10 

BLASTX 

g4503503 

228 

6.0e-19 

116 

42 

eulcaryotic translation initiation factor 2B 
>gi_2494303_sp_Q14232_E2BA_HUMAN TRANSLATION INITIATION 
FACTOR EIF-2B ALPHA SUBUNIT (EIF-2B GDP-GTP EXCHANGE 
FACTOR) >gi_1200232_emb_CAA64 950_ (X95648) alfa subunit 
[Homo sapiens] 

162879 

LIB3177-052-P1-K1-B12 

BLASTX 

gl076367 

652 

2.0e-68 

133 

91 

peptidylprolyl isomerase (EC 5.2.1.8) ROCl - Arabidopsis 
thaliana 



Seq. No. 



162880 



21691 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-052-P1-K1-B2 

BLASTX 

gll5767 

678 

4 .Oe-72 

141 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_einb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


162881 


Seq. ID 


LIB3177-052-P1- 


Method 


BLASTX 


NCBI GI 


g4204260 


BLAST score 


275 


E value 


3.0e-24 


Match length 


63 


% identity 


87 


NCBI Description 


(AC005223) 255 


Seq. No. 


162882 


Seq. ID 


LIB3177-052-P1 


Method 


BLASTX 


NCBI GI 


g2498887 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


78 


% identity 


40 


NCBI Description 


3-OXO-5-ALPHA- 



5-ALPHA-REDUCTASE 1) (SR TYPE 1) >gi_999036_bbs_16454 8 
(S77162) steroid 5 alpha-reductase type 1 isoenzyme, SR 
type 1 [Cynomolgus monkeys, prostate. Peptide, 263 aa] 
[Macaca f ascicularis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162883 

LIB3177-052-P1-K1-B6 

BLASTX 

g4512625 

671 

l.Oe-70 

137 

99 

(AC004793) ESTs gb_T20423, gb_AA712864, gb_H76323 and 
gb_Z25560 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162884 

LIB3177-052-P1-K1-B7 

BLASTX 

gl32110 

658 

3.0e-69 
122 



21692 



% identity 

NCBI Description 



98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose. bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162885 

LIB3177-052-P1-K1-B9 

BLASTX 

g2062156 

416 

6.0e-41 

108 

30 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

162886 

LIB3177-052-P1-K1-C1 

BLASTX 

g4741940 

578 

8.0e-60 

110 

66 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
162887 

LIB3177-052-P1-K1-C10 

BLASTN 

g3241926 

137 

4.0e-71 

297 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 

162888 

LIB3177-052-P1-K1-C11 

BLASTX 

gl362162 

542 

l.Oe-55 

157 

64 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 

162889 

LIB3177-052-P1-K1-C12 

BLASTX 

g4204274 

729 

2.0e-77 



21693 



• 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



133 
98 

(AC004146) ribulose bisphosphate carboxylase, 
[Arabidopsis thaliana] 



small subunit 



162890 

LIB3177-052-P1-K1-C2 

BLASTX 

gl737218 

714 

7.0e-76 

120 

100 

(U79959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 

162891 

LIB3177-052-P1-K1-C3 

BLASTX 

g3292836 

457 

9.0e-46 

100 

94 

'(AL031018 ) gamma-glutamylcysteine synthetase [Arabidopsis 
thaliana] >gi_4262277_gb_AAD14 54 4_ (AF068299) 
gamma-glutamylcysteine synthetase [Arabidopsis thaliana] 

162892 

LIB3177-052-P1-K1-D1 

BLASTX 

g3286693 

741 

6.0e-79 

148 

99 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

162893 

LIB3177-052-P1-K1-D10 

BLASTX 

g4586256 

584 

2.0e-60 

146 

79 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

162894 

LIB3177-052-P1-K1-D11 

BLASTX 

g3928103 

405 

l.Oe-39 
98 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

(AC005770) putative water channel protein [Arabidopsis 
thaliana] 

162895 

LIB3177-052-P1-K1-D2 - 

BLASTX 

gl31381 

436 

2.0e-43 

109 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_9974 5_pir S11852 

photosystem II oxygen-evolving complex protein 1 precursor 
- Arabidopsis thaliana >gi_22571_emb_CAA36675_ (X52428) 33 
kDa oxygen-evolving protein [Arabidopsis thaliana] 

162896 

LIB3177-052-P1-K1-D3 

BLASTN 

g2264312 

191 

l.Oe-103 

464 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K16, complete sequence [Arabidopsis thaliana] 

162897 

LIB3177-052-P1-K1-D4 

BLASTX 

g4006913 

209 

2.0e-16 

59 

64 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
162898 

LIB3177-052-P1-K1-D6 

BLASTN 

g4006885 

200 

l.Oe-108 

297 

95 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162899 

LIB3177-052-P1-K1-D7 

BLASTX . 

gl32102 

626 

2.0e-65 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

162900 

LIB3177-052-P1-K1-D8 

BLASTX 

g4371284 

52 

l.Oe-64 

129 

98 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 

162901 

LIB3177-052-P1-K1-D9 

BLASTX 

g2244847 

671 

l.Oe-70 

153 

87 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

162902 

LIB3177-052-P1-K1-E10 

BLASTX 

g4589964 

555 

4.0e-57 

101 

99 

(AC007169) delta 9 desaturase [Arabidopsis thaliana] 



162903 

LIB3177-052-P1-K1-E11 

BLASTX 

g417381 

853 

5.0e-92 

156 

99 

NITRILASE 1 >gi_99738_pir S22398 nitrilase 

Arabidopsis thaliana >gi_16400_emb_CAA4504 1_ 
nitrilase I [Arabidopsis thaliana] 



(EC 3.5.5.1) 
(X63445) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



162904 

LIB3177-052-P1-K1-E4 

BLASTX 

g282865 



21696 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



652 

2.0e-68 

133 

92 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_einb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_einb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 


ICO Qr\ c; 


oeg. lu 




Method 




NCBI GI 


g3914442 


BLAST score 


545 


E value 


f . ue-OD 


Match length 


14o 


% identity 


75 


NCBI Description 


PHUTObibihM i KbAUilUN UbNiKb bUbUNli VI fKCiL/UKbUK 


/TXOOiT* LI7\ n\TTP C^'TT'Kir^ O/^IUtDT 17 V T IT X^^Pi DD^TT TM\ ^DCT U \ 

( LXbnl -HAKVLb i iNtj CUMrLhA i il r\U rKUlbXINJ Irbl-nj 




>gi 1916350 (U9^:504) PSI-n suDunit: [brassica rapaj 


Seq. No. 




Seq. ID 


LIB Jl / /-UoZ-Pl-Ki-E / 


Method 


BLASTX 


NCBI GI 


g2827469 


BLAST score 


O /I Q 


E value 


4 . Ue-^:i 


Match length 


A A 

144 


% identity 




NCBI Description 


(AF044255) NOSA [ Dictyostelium discoideum] 


beq. NO. 




Seq. ID 


LIBol / /-UDz-Pi-Ki-hy 


Method 


dLAb i A 


NCBI GI 


g2275216 


BLAST score 


274 


E value 


o . ue-^^ 




fid 


% identity 


83 


NCBI Description 


(AC002337) cytochrome c oxidase Vc subunit isolog 




[Arabidopsis thaliana] 


Seq. No. 


162908 


Seq. ID 


LIB3177-052-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl66702 


BLAST score 


319 


E value 


7.0e-30 


Match length 


78 


% identity 


83 


NCBI Description 


(M64114) glyceraldehyde 3-phosphate dehydrogenase 1 




[Arabidopsis thaliana] 


Seq. No. 


162909 


Seq. ID 


LIB3177-052-P1-K1-F2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g4757414 

363 

O.Oe+00 

445 

95 

Arabidopsis thaliana genomic DNA, 
MYF2 4 , complete sequence 



chromosome 3, PI clone: 



162910 

LIB3177-052-P1-K1-F3 

BLASTX 

g3158376 

285 

2.0e-25 

91 

62 

(AF035385) unknown [Arabidopsis thaliana] 
162911 

LIB3177-052-P1-K1-F4 

BLASTX 

g3688799 

693 

3.0e-73 

140 

99 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 

162912 

LIB3177-052-P1-K1-G10 

BLASTX 

g81601 

148 

5.0e-10 

52 

65 

chaperonin 60 beta - Arabidopsis thaliana 
162913 

LIB3177-052-P1-K1-G11 

BLASTX 

g421826 

628 

l.Oe-65 

143 

83 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ {X71878) CP29 [Arabidopsis 
thaliana] 

162914 

LIB3177-052-P1-K1-G12 

BLASTN 

g3063438 

110 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. * 

Seq. ID 

Method 

NCBI GI 

BLAST scpre 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



3.0e-55 

165 

90 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

162915 

LIB3177-052-P1-K1-G2 

BLASTX 

g4512709 

550 

2.0e-56 

145 

79 

, (AC006569) putative photosystem I reaction center subunit 
IV precursor [Arabidopsis thaliana] 

162916 

LIB3177-052-P1-K1-G3 

BLASTX 

g2288981 

529 

5.0e-54 

147 

71 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 

162917 

LIB3177-052-P1-K1-G4 

BLASTX 

g4633131 

398 

l.Oe-38 

76 

100 

{AF110407) ATP sulfurylase precursor [Arabidopsis thaliana] 
>gi__4803653_emb_CAB42640.1_ (AJ012586) sulfate 
adenylyltransferase [Arabidopsis thaliana] 

162918 

LIB3177-052-P1-K1-G5 

BLASTN 

g3176701 

223 

l.Oe-122 

444 

99 

Arabidopsis thaliana chromosome II BAC T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162919 - 

LIB3177-052-P1-K1-G8 

BLASTX 

gl703200 

284 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-25 

97 

63 

PROTEIN KINASE AFC2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D4 5353J 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_einb_CAA22989_ (AL035356) protein kinase {AFC2) 
[Arabidopsis thaliana] 

162920 

LIB3177-052-P1-K1-G9 

BLASTX 

gll5767 

666 

4 .Oe-70 

150 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_ernb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP "AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162921 
-LIB3177-052-P1-K1-H1 
BLASTX 
g4309736 
665 

6.0e-70 

145 

91 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



162922 

LIB3177-052-P1-K1-H10 

BLASTX 

gll9723 

230 

2.0e-19 

65 

77 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 



CHLOROPLAST PRECURSOR 
1 - PHOS PHOH YDROLASE ) ( FBPASE ) 

>gi_99693_pir S16582 f ructose-bisphosphatase (EC 3.1.3.11) 

precursor, chloroplast - Arabidopsis thaliana 
>gi_11242_emb_CAA41154__ {X58148) f ructose-bisphosphatase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162923 

LIB3177-052-P1-K1-H11 

BLASTX 

g2827662 

379 

2.0e-36 
126 



21700 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AL021637) Phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

162924 

LIB3177-052-P1-K1-H12 

BLASTX 

g2789660 

643 

2.0e-67 

157 

82 

{AF040102) plOS [Arabidopsis thaliana] 
162925 

LIB3177-052-P1-K1-H2 

BLASTX 

g4586049 

720 

2.0e-76 

130 

100 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
162926 

LIB3177-052-P1-K1-H3 

BLASTX 

g3914442 

136 

2.0e-29 

126 

61 

PHOTOSYSTEM I REACTION CENTRE SQBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

162927 

LIB3177-052-P1-K1-H6 

BLASTX 

g4586049 

448 

9.0e-45 

95 

91 

(AC007020) hypothetical protein [Arabidopsis thaliana] 

162928 . . 

LIB3177-052-P1-K1-H7 

BLASTX 

g4580466 

61 

l.Oe-78 

151 

99 

(AC006081) putative SOS ribosomal protein L4 [Arabidopsis 
thaliana] 



21701 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162929 

LIB3177-052-P1-K1-H8 

BLASTX 

g4191778 

250 

6.0e-28 

81 

89 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

162930 

LIB3177-053-P1-K1-A1 

BLASTX 

gll5767 

404 

4.0e-43 

88 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ {X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372__einb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

162931 

LIB3177-053-P1-K1-A2 

BLASTX - 

g4138581 

205 

4.0e-16 
150 
21 - 

(X98474) mitochondrial energy transfer protein [Solanum 
tuberosum] 

162932 

LIB3177-053-P1-K1-A3 

BLASTX 

gll68256 

753 

2.0e-80 

146 

100 

ASPARTATE AMINOTRANSFERASE, 
(TRANSAMINASE A) >gi_693688 

aminotransferase [Arabidopsis thaliana] >gi_3201622 
(AC004669) aspartate aminotransferase [Arabidopsis 
thaliana] 



MITOCHONDRIAL PRECURSOR 
(U15026) aspartate 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162933 

LIB3177-053-P1-K1-A4 

BLASTX 

gl710581 

43 



21702 



E value 
Match length 
% identify 
NCBI Description 



l.Oe-59 

137 

93 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489__emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162934 

LIB3177-053-P1-K1-A6 

BLASTN 

g3559806 

336 

O.Oe+00 

396 

96 

Arabidopsis thaliana mRNA for nuclear protein HCF136 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162935 

LIB3177-053-P1-K1-A7 

BLASTX 

g728882 

599 

3.0e-62 

116 

99 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 
>gi_4 5319 l_emb_CAA5 4 5 6 4_ 
[Arabidopsis thaliana] 



3 >gi_54184 6_pir S41938 

3 - Arabidopsis thaliana 
{X77385) ADP-ribosylation factor 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162936 

LIB3177-053-P1-K1-A8 

BLASTX 

g2760834 

200 

2.0e-15 
150 
73 

(AC003105) 
thaliana] 



putative nitrate transporter [Arabidopsis 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162937 

LIB3177-053-P1-K1-A9 

BLASTX 

gll68256 

121 

6.0e-25 , 

118 

61 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
{TRANSAMINASE A) >gi_693688 (U15026) aspartate 
aminotransferase [Arabidopsis thaliana] >gi_3201622 
(AC004669) aspartate aminotransferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



162938 

LIB3177-053-P1-K1-B1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3688799 

588 

5,0e-61 

124 

96 

(AF057137) 
thaliana] 



gamma tonoplast intrinsic protein 2 (Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



162939 

LIB3177-053-P1-K1-B10 

BLASTN 

g4185128 

66 

8.0e-29 

220 

92 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162940 

LIB3177-053-P1-K1-B11 

BLASTN 

g4510360 

161 

2.0e-85 

400 

97 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

162941 

LIB3177-053-P1-K1-B2 

BLASTX 

g3386546 

752 

3.0e-80 

142 

99 

{AF07 9503) H-protein promoter binding factor-2a 
[Arabidopsis thaliana] 

162942 

LIB3177-053-P1-K1-B3 

BLASTX 

g4415930 

64 

2.0e-41 

122 

74 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559389_gb_AAD23049. 1_AC006526_14 (AC006526) unknown 
protein [Arabidopsis thaliana] 

162943 

LIB3177-053-P1-K1-B4 
BLASTX 



21704 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72969 
538 

2.0e-55 

107 

100 

60S RIBOSOMAL PROTEIN Lll {L16) >gi_629552_pir S49033 

ribosomal protein Lll.e - Arabidopsis thaliana 
>gi_550544_emb_CAA57394_ {X81798) ribosomal protein L16 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162944 

LIB3177-053-P1-K1-B5 

BLASTN 

g2583106 

97 

2.0e-47 

137 

93 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

162945 

LIB3177-053-P1-K1-B8 

BLASTX 

gll75011 ■ 

586 

8.0e-61 

112 

98 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi__296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162946 

LIB3177-053-P1-K1-B9 

BLASTX 

g4741948 

596 

6.0e-62 

115 

97 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162947 

LIB317 7-053-P1-K1-C10 

BLASTX 

g4585882 

501 

8.0e-51 

98 

98 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



162948 

LIB3177-053-P1-K1-C11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl25576 

468 

6.0e-47 

108 

86 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_9974 4_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 

>gi_164 41_einb_CAA41155_ (X58149) Ribulose-5-phosphate 

kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-C3 



162949 

LIB3177-053-P1-K1 
BLASTX 
g4337175 
266 

l.Oe-46 
101 
99 

(AC006416) 
gb_T04111, 
gb_R90004, 

gb_AA720210 come from this gene 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162950 

LIB3177-053-P1-K1-C4 

BLASTX 

g4107101 

616 

3.0e-64 

126 

96 

(AB015142) AHP2 [Arabidopsis thaliana] 

>gi_4156241_dbj_BAA37110_ (AB012568) ATHPl [Arabidopsis 
thaliana] 



Seq. No. 


162951 


Seq. ID 


LIB3177-053-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2781394 


BLAST score 


251 


E value 


8.0e-22 


Match length 


72 


% identity 


78 


NCBI Description 


(U70424) 0-methyltransf erase 1 [Arabidopsis thaliana] 


Seq. No. 


162952 


Seq. ID 


LIB3177-053-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4467095 


BLAST score 


484 


E value 


7.0e-4 9 


Match length 


133 


% identity 


77 


NCBI Description 


(AL035538) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162953 

LIB3177-053-P1-K1-D10 

BLASTX 

gl33872 

354 

l/Oe-33 
94 

70- 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir ^A44121 small subunit ribosomal 

protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162954 

LIB3177-053-P1-K1-D3 

BLASTX 

g4689386 

308 

3.0e-28 

128 

53 

(AF139468) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 
Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



162955 

LIB3177-053-P1-K1-D4 

BLASTX 

g3288821 

517 

l.Oe-52 

115 

87 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis, thaliana] 

162956 

LIB3177-053-P1-K1-D5 

BLASTX 

gl710114 

167 

5.0e-12 

85 

51 

(U53865) PRH26 [Arabidopsis thaliana] 
162957 

LIB3177-053-P1-K1-E1 

BLASTX 

g3599491 

324 

4.0e-30 
100 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AF085149) putative aminotransferase [Capsicum chinense] 
162958 

LIB3177-053-P1-K1-E10 

BLASTX 

g2062161 

287 

8.0e-26 

55 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162959 

LIB3177-053-P1-K1-E11 

BLASTN 

g2062153 

179 

5.0e-96 

216 

18 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



162960 

LIB3177-053-P1-K1-E2 

BLASTN 

g2828183 

377 

O.Oe+00 

443 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPL12, complete sequence [Arabidopsis thaliana] 



PI clone: 



162961 

LIB3177-053-P1-K1-E3 

BLASTX 

g421826 

618 

2.0e-64 

141 

82 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] .u 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162962 

LIB3177-053-P1-K1-E6 

BLASTX 

gl35467 

107 

5.0e-61 

131 

92 

TUBULIN BETA-4 CHAIN >gi_212954 6_pir S68122 beta-tubulin 4 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID... 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value' 



- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

162963 

LIB3177-053-P1-K1-E9 

BLASTN 

g3510336 

36 

2.0e-ll 

76 

87 

Arabidopsis thaliana genomic DNA, 'chromosome 5, TAG clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

162964 

LIB3177-053-P1-K1-F12 

BLASTX 

gll43427 

147 

2.0e-09 

36 

81 

(X73961) heat shock protein 70 [Cucumis sativus] 
162965 

LIB3177-053-P1-K1-F2 

BLASTX 

gl66834 

44 

6,0e-58 

132 

90 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000)' 
Rubisco activase [Arabidopsis thaliana] . , 

162966 

LIB3177-053-P1-K1-F3 

BLASTX 

g3157924 

213 

5.0e-17 

41 

100 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORE on the 
opposite strand. [... >gi_4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 

162967 
' LIB3177-053-P1-K1-F4 
BLASTX 
g2462840 
602 

l.Oe-62 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
99 

(AF000657) 



cytochrome C [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



162968 

LIB3177-053-P1-K1-F6 

BLASTX 

g2618721. 

397 

l.Oe-38 

95 

85 

{U49072) IAA16 [Arabidopsis thaliana] 
162969 

LIB3177-053-P1-K1-F7 

BLASTX 

g99696 

508 

l.Oe-51 

131 

77 

glutamate — anmionia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone laitibdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

162970 

LIB3177-053-P1-K1-F8 

BLASTX 

g2618721 

473 

l.Oe-47 

109 

86 

(U49072) IAA16 [Arabidopsis thaliana] 
162971 

LIB3177-053-P1-K1-G10 

BLASTX 

gl086252 

405 

l.Oe-39 

137 

55 

sucrose cleavage protein - Potato >gi_707001_bbs_157 931 
{S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf. Peptide, 322 aa] 
[Solanum tuberosum] 

162972 

LIB3177-053-P1-K1-G4 

BLASTX 

g3786017 

395 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-38 

116 

74 

{AC005499) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 



162973 

LIB3177-053-P1-K1-G5 

BLASTX 

g4105782 

477 

6.0e-48 

120 

78 

(AF049922) PGP169-12 



[Petunia x hybrida] 



162974 

LIB3177-053-P1-K1-G6 

BLASTX 

g4262156 

630 

6.0e-66 

149 

85 

(AC005275) putative component of cytochrome B6-F complex 
[Arabidopsis thaliana] 

162975 

LIB3177-053-P1-K1-G7 

BLASTX 

g3122914 

682 

5.0e-72 

141 

87 

VALYL-TRNA SYNTHETASE (VALINE— TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162976 

LIB3177-053-P1-K1-G9 

BLASTN 

gl209241 

238 

l.Oe-131 

283 

95 

Arabidopsis thaliana metallothionein mRNA sequence 
162977 

LIB3177-053-P1-K1-H10 

BLASTX 

g4741960 

632 

3.0e-66 

115 

100 



NCBI Description 



(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162978 

LIB3177-053-P1-K1-H11 

BLASTN 

g3241916 

210 

l.Oe-114 

397 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K15N18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



162979 

LIB3177-053-P1-K1-H2 

BLASTX 

g2829899 

330 

9.0e-31 

109 

61 

(AC002311) similar to ripening-induced protein, 
gp_AJ0014 4 9_24 65015 and majorttlatex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



162980 

LIB3177-053-P1-K1-H3 

BLASTX 

gl363489 

669 

2.0e-70 

123 

99 

thioglucosidase (EC 
thaliana >gi 984052 



3.2.3.1) 3D precursor - Arabidopsis 
emb CAA61592 {X89413) thioglucoside 



glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162981' 

LIB3177-053-P1-K1-H4 

BLASTX 

g4585935 

714 

9.0e-76 

134 

100 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770. 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



162982 

LIB3177-053-P1-K1-H5 

BLASTX 

g3914442 

541 

2.0e-55 

145 

74 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity-^ 

NCBI Description 



PHOTOS YSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

162983 

LIB3177-053-P1-K1-H9 

BLASTX 

gl00535 

268 

2.0e-23 

80 

64 

hypothetical protein - swollen duckweed 

>gi_1929057_emb_CAA32236_ (X14075) longest ORE (1) [Lemna 
gibba] 

162984 

LIB3177-055-P1-K1-A1 

BLASTX 

g4262241 

334 

2.0e-31 

110 

68 

(AC006200) unknown protein [Arabidopsis thaliana] 
162985 

LIB3177-055-P1-K1-A10 

BLASTN 

g435678 

60 

2.0e-25 

80 

94 

L.esculentum Mill (cv. Rutgers) mRNA for ribosomal protein 
S25 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162986 

LIB3177-055-P1-K1-A12 

BLASTX 

g3024431 

565 

2.0e-58 

134 

85 

2 6S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-l) >gi_2342675 (AC000106) Similar 
to probable Mg-dependent ATPase {pir_S56671) . ESTs 
gb_T4 67 82, gb_AA04 798 come from this gene, [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method • 
NCBI GI 
BLAST score 
E value 



162987 

LIB3177-055-P1-K1-A2 

BLASTX 

g4103154 

341 

5.0e-32 
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Match length 

% identity 

NCBI Description 

Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 
60 

(AF020717) histidyl-tRNA synthetase [Triticum aestivinn] 
162988 

LIB3177-055-P1-K1-A3 

BLASTX 

g4454036 

751 

4.0e-80 

137 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162989 

LIB3177-055-P1-K1-A4 

BLASTX 

g2829133 

224 

3.0e-18 

45 

96 

(AF04 3351 ) adenosine-5 ' -phosphosulf ate-kinase [Arabidopsis 
thaliana] >gi_44'90745_emb_CAB38907 . 1_ (AL035708) 
adenosine-5 ' -phosphosulf ate-kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162990 

LIB3177-055-P1-K1-A5 

BLASTX 

g267069 

624 

3.0e-65 
117 
99 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



162991 

LIB317 7-055-P1-K1-A8 

BLASTX 

g4185509 

342 

2.0e-32 
72 
94 

" (AF102821) 
thaliana] 



actin depolymerizing factor 3 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162992 

LIB3177-055-P1-K1-A9 

BLASTN 

g4584351 

93 

5.0e-45 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
94 

Arabidopsis thaliana chromosome II BAG T12H3 genomic 
sequence, complete sequence 

162993 

LIB3177-055-P1-K1-B1 

BLASTN 

g4510338 

387 

O.Oe+00 

395 

99 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

162994 

LIB3177-055-P1-K1-B10 

BLASTN 

g4220627 

116 

l.Oe-58 

217 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 

162995 

LIB3177-055-P1-K1-B11 

BLASTX 

g3319349 

669 

2.0e-70 

137 

96 

(AF077407) No definition line found [Arabidopsis thaliana] 
162996 

LIB3177-055-P1-K1-B12 . 

BLASTX 

g3319349 

319 

5.0e-32 

89 

84 

(AF077407) No definition line found [Arabidopsis thaliana] 
162997 

LIB3177-055-P1-K1-B2 

BLASTX 

g2828267 

166 

5.0e-18 

114 

54 

(yi4044) geranylgeranyl reductase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162998 

LIB3177-055-P1-K1-B5 

BLASTX 

gl31398 

549 

2.0e-56 

139 

81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 47_einb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb__X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 


162999 


Seq. ID 


LIB3177-055-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2702272 


BLAST score 


535 


E value 


9.0e-55 


Match length 


150 


% identity 


26 


NCBI Description 


(AC003033) hypothetical protein 


Seq. No. 


163000 


Seq. ID 


LIB3177-055-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3287685 


BLAST score 


213 


E value 


7.0e-24 


Match length 


66 


% identity 


51 


NCBI Description 


(AC003979) Strong similarity to 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gb_Y09823 from A. thaliana. ESTs gb*_T76118, gb_T04263 and 
gb_ATYU9823 come from this gene. [Arabidopsis thaliana] 

163001 

LIB3177-055-P1-K1-C10 

BLASTX 

g3935145 

255 

6.0e-22 

87 

59 

{AC005106) T25N20.9 [Arabidopsis thaliana] 
163002 

LIB3177-055-P1-K1-C12 

BLASTX 

gl769907 

686 

l.Oe-72 
131 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

-% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



98 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thalianaj 

163003 

LIB3177-055-P1-K1-C2 

BLASTX 

gl21075 

590 

4.0e-61 

149 

80 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi_166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 {AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 
thaliana] >gi_4 45119_prf 1908425A Gly 

decarboxylase: SUBUNIT=H protein [Arabidopsis thaliana] 
163004 

LIB3177-055-P1-K1-C3 

BLASTN 

gl877523 

232 

l,0e-127 

458 

100 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 

163005 

LIB3177-055-P1-K1-C4 

BLASTX 

g4432870 

490 

9.0e-50 

99 

95 

(AC006300) putative selenium-binding protein, 3* partial 
[Arabidopsis thaliana] 

163006 

LIB317 7-055-P1-K1-C7 

BLASTX 

g421826 

784 

6.0e-84 

150 

98 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ {X71878) CP29 [Arabidopsis 
thaliana] . 

163007 

LIB3177-055-P1-K1-C8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32074 
434 

3.0e-43 

95 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA- PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi__68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

163008 

LIB3177-055-P1-K1-C9 

BLASTX 

g2245032 

218 

l.Oe-17 

116 

41 

(Z97342) gibberellin oxidase homolog [Arabidopsis thaliana] 
163009 

LIB3177-055-P1-K1-D1 

BLASTX 

gl31162 

4-51 

7.0e-45 

81 ^ 
99 

PHOTOSYSTEM I IRON-SULFUR CENTER 1 
VII-1) (9 KD POLYPEPTIDE 1) (PSI-C- 
>gi_131163_sp_P07136_PSAC_TOBAC PHOTOSYSTEM I IRON-SULFUR 
CENTER (PHOTOSYSTEM I SUBUNIT VII) (9 KD POLYPEPTIDE) 

(PSI-C) >gi_97657_pir S14967 photosystem I iron-sulfur 

protein psaC - Synechocystis sp. (PCC 6803) 

>gi_100391_pir S07170 photosystem I iron-sulfur protein 

psaC - common tobacco chloroplast >gi_11792_emb_CAA29304_ 

(X05881) 9kd polypeptide (psaC gene product, AA 1 - 81) 

[Nicotiana tabacum] >gi_47596_emb_CAA37836_ (X53842) 8 . 9kDa 
iron-sulfur containing subunit of Photosystem I 

[Synechocystis sp.] >gi_2924280_emb_CAA77433_ (Z00044) PSI 

9kD protein [Nicotiana tabacum] 



(PHOTOSYSTEM 
-1) 



I SUBUNIT 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163010 

LIB3177-055-P1-K1-D10 

BLASTX 

g4741962 

416 

6.0e-47 

140 

56 

(AF134131) PsbS protein [Arabidopsis thaliana] 
163011 

LIB3177-055-P1-K1-D11 

BLASTX 

g2645999 

476 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



l.Oe-71 

145 

97 

(AF034631) chlorophyll a/b binding protein of LHCII type I 
precursor [Panax ginseng] 

163012 

LIB3177-055-P1-K1-D12 

BLASTX 

g4263525 

664 

7.0e-70 

153 

86 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

163013 

LIB3177-055-P1-K1-D2 

BLASTX 

g461550 

437 

3.0e-43 

122 

75 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma -subunit [Arabidopsis thaliana] 

163014 

LIB3177-055-P1-K1-D3 

BLASTX 

g3983125 

666 

4.0e-70 

148 

90 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

163015 

LIB3177-055-P1-K1-D4 

BLASTX 

g2632254 

338 

l.Oe-31 

115 

56 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
163016 

LIB3177-055-P1-K1-D5 

BLASTX 

g4587564 

676 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3,0e-71 

136 

99 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 

oleracea. ESTs gb__R30423, gb_T42998, gb_Z18178, gb_T14133, 

gb_N65521, gb_T42498, gb_T41918, gb_N38024 

163017 

LIB3177-055-P1-K1-D7 

BLASTX 

g4100433 

211 . 

9.0e-17 

62 

63 

(AF000378) beta-glucosidase [Glycine max] 
163018 

LIB3177-055-P1-K1-D8 

BLASTN 

gl871173 

210 

l.Oe-115 

24 3 

96 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

163019 

LIB3177-055-P1-K1-D9 

BLASTX 

g3688799 

651 

2.0e-68 

130 

99 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163020 

LIB3177-055-P1-K1-E1 

BLASTX 

g4585992 

301 

2.0e-27 

55 

100 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
163021 

LIB3177-055-P1-K1-E11 

BLASTX 

gl076393 

589 

3.0e-61 
121 
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% identity 

NCBI Description 



99 

RCI14A protein - Arabidopsis thaliana 

>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163022 

LIB3177-055-P1-K1-E2 

BLASTN 

g4093156 

350 

O.Oe+00 

353 

100 

Arabidopsis thaliana phytochrome-associated protein 2 
(PAP2) itiRNA, complete cds 

163023 

LIB3177-055-P1-K1-E3 

BLASTX 

g2129559 

489 

2.0e-49 

121 
78 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 {AF074092) cellulase [Arabidopsis thaliana] 
>gi~3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

163024 

LIB3177-055-P1-K1-E5 

BLASTX 

gl32110 

353 

l.Oe-33 

84 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

163025 

LIB3177-055-P1-K1-E6 

BLASTX 

gll72873 

246 

l.Oe-45 

100 

95 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619__dbj_BAA0237 4_ 
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(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163026 

LIB3177-055-P1-K1-E7 

BLASTX 

gl33028 

630 ^ 

7.0e-66 

128 

100 

SOS RIBOSOMAL PROTEIN L9, CHLOROPLAST PRECURSOR (CL9) 

>gi_71257_pir R5MUL9 ribosomal protein L9 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 99_emb_CAA774 80_ 
(Z11129) plastid ribosomal protein CL9 [Arabidopsis 
thaliana] >gi_16501_emb_CAA77594_ {Z11509) Chloroplast 
ribosomal protein CL9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163027 

LIB3177-055-P1-K1-E8 

BLASTX 

gl66835 

481 

l.Oe-48 
99 
93 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642170 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163028 

LIB3177-055-P1-K1-E9 

BLASTX 

gl20675 

413 

7.0e-42 

110 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI Gl" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163029 

LIB3177-055-P1-K1-F1 

BLASTX 

g4741950 

805 

2.0e-86 

150 

100 

(AF134125) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163030 

LIB3177-055-P1-K1-F10 

BLASTX 

g265974 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



486 

5.0e-49 

135 

73 

RD29A=responsive-to-dessication protein [Arabidopsis 
thaliana, Columbia ecotype, Peptide, 710 aa] 
>gi_303504_dbj_BAA02376_ (013044) RD29A [Arabidopsis 

thaliana] >gi_4 4 5065_prf 1908381A rd29A gene [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163031 

LIB3177-055-P1-K1-F11 

BLASTX 

g3212866 

217 

9.0e-18 

102 

49 

(AC004005) unknown protein [Arabidopsis thaliana] 
163032 

LIB3177-055-P1-K1-F12 

BLASTX 

g2499973 

235 

l.Oe-19 

105 

53 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163033 

LIB3177-055-P1-K1-F2 

BLASTX 

g3860261 

289 

3.0e-26 
62 
100 

(AC005824) 
thaliana] 



putative acidic ribosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163034 

LIB3177-055-P1-K1-F3 

BLASTN 

g3153204 

156 

2.0e-82 

345 

99 

Arabidopsis thaliana serine/threonine protein phosphatase 
type one (T0PP8) gene, complete cds 



Seq. No. 
Seq. ID 
Method 



163035 

LIB3177-055-P1-K1-F4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl001603 
170 

6.0e-12 

58 

53 

(D64000) hypothetical protein [Synechocystis sp.] 



163036 

LIB3177-055-P1-K1-F5 

BLASTX 

g4586256 

350 

5.0e-33 

153 

52 

(AL04 9640) probable photosystem I 
[Arabidopsis thaliana] 



chain XI precursor 



163037 

LIB3177-055-P1-K1-F6 

BLASTX 

g3789942 

121 

3.0e-06 

110 

7 

(AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 

163038 

LIB3177-055-P1-K1-F7 

BLASTX 

gl00525 

383 

4.0e-37 

91 

20 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323__ (X57003) polyubiquitin protein 
[Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



163039 
LIB3177-055 
BLASTX 
g2119848 
317 

9.0e-30 

65 

94 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsi 
photosystem 
[Arabidopsi 
photosystem 
[Arabidopsi 



-P1-K1-F8 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 
s thaliana] >gi_3128229 (AC004077) putative 

II type I chlorophyll a/b binding protein 
s thaliana] >gi_3337372 (AC004481) putative 

II type I chlorophyll a/b binding protein 
s thaliana] 



21724 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163040 

LIB3177-055-P1-K1-F9 

BLASTX 

g3201613 

726 

4.0e-77 

151 

95 

{AC004 669) glutathione S-transf erase [Arabidopsis thaliana] 
163041 

LIB3177-055-P1-K1-G1 

BLASTX 

gl32074 

748 

l.Oe-79 

136 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

163042 

LIB3177-055-P1-K1-G10 

BLASTX 

g4539292 

477 

5.0e-48 

92 

97 

{AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163043 

LIB3177-055-P1-K1-G12 

BLASTN 

g4678258 

33 

5.0e-09 

75 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6I7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163044 

LIB3177-055-P1-K1-G3 

BLASTX 

g729479 

378 

2.0e-36 

97 

72 

FERREDOXIN— NADP REDUCTASE PRECURSOR (FNR) >gi_551131 
{U14956) ferredoxin NADP+ reductase precursor [Vicia faba] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163045 

LIB3177-055-P1-K1-G4 

BLASTX 

g4678921 

718 

3.0e-76 

140 

69 

{ALG49711) putative calmodulin [Arabidopsis thaliana] 
163046 

LIB3177-055-P1-K1-G5 

BLASTX 

g2246621 

441 

9.0e-44 

98 

84 

{AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163047 

LIB3177-055-P1-K1-G6 

BLASTX 

g4467099 

44 6 . 

2.06-44 

91 

99 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 

163048 

LIB3177-055-P1-K1-G7 

BLASTX 

gl35467 

391 

3.0e-38 

75 

97 

TUBULIN BETA-4 CHAIN >gi_212 954 6_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163049 

LIB3177-055-P1-K1-G9 

BLASTX 

g2262170 

388 

l.Oe-37 

77 

99 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



163050 

LIB3177-055-P1-K1-H10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2911085 

437 

3.0e-43 

154 

63 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_34 0274 8_emb_CAA20 194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 
- like [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163051 

LIB3177-055-P1-K1-H11 

BLASTX 

g4583542 

295 

l.Oe-26 

123 

58 

{Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

163052 

LIB3177-055-P1-K1-H12 

BLASTX 

g3980238 

206 

2.0e-16 

68 

59 

{Z21677) ribosomal protein L18 [Thermotoga maritima] 
163053 

LIB3177-055-P1-K1-H2 

BLASTX 

g2062157 

760 

4.0e-81 

154 

29 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

163054 

LIB3177-055-P1-K1-H3 

BLASTX 

g3219858 

601 

2.0e-62 

116 

100 

DNA-DIRECTED RNA POLYMERASE II 13.6 KD POLYPEPTIDE 

>gi 2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis"thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

>gi_4 678938_emb_CAB41329.1_ (AL049711) DNA-directed RNA 
polymerase II 13. 6K chain [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163055 

LIB3177-055-Pl-KlrH5 

BLASTX 

gll71993 

649 

3.0e-68 

140 

94 

PHENYLALANINE AMMONIA-LYASE 
phenylalanine ammonia-lyase 



2 >gi_1076370_pir S52991 

(EC 4.3.1.5) - Arabidopsis 



thaliana >gi_4 97421 (L33678) phenylalanine ammonia lyase 
[Arabidopsis thaliana] 

163056 

LIB3177-055-P1-K1-H6 

BLASTN 

g4584531 

119 

2.0e-60 

269 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9E8 
(ESSA project) 

163057 

LIB3177-055-P1-K1-H8 

BLASTN 

gl063683 

100 

2.0e-49 

108 

98 

Arabidopsis thaliana glycine-rich protein {AtGRP2b) mRNA, 
complete cds 

163058 

LIB'3177-055-P1-K1-H9 

BLASTN 

g2829132 

412 

O.Oe+00 

424 

99 

Arabidopsis thaliana adenosine-5 * -phosphosulfate-kinase 
{akn2) mRNA, complete cds 

163059 

LIB3177-056-P1-K1-A1 

BLASTX 

g231586 

238 

5.0e-20 

107 

53 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_82027_pir S20504 H+-transporting ATP synthase (EC 
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3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 


163060 


Seq. IP 


LIB3177-056-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


gll07482 


BLAST score 


212 


E value 


l.Oe-115 


Match length - 


386 


% identity 


90 


NCBI Description 


A.thaliana mRNA for 30S ribosomal protein S13 


Seq. No. 


163061 


Seq. ID 


LIB3177-056-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g4325340 


BLAST score 


86 


E value 


5.0e-41 


Match length 


165 


% identity 


96 


NPRT DpczpT" iot ion 

LN U ^ \^ O ^ A- ^ -i- \^ 1 1 


Arabidopsis thaliana BAG TlJl 


Seq. No.* 


163062 


Seq. ID 


LIB3177-056-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2584721 


BLAST score 


296 


E value 


4.0e-27 


Match length 


80 


% identity 


75 


MfRT Dpc^pTi ot i on 


{Y10157) sulfite reductase [Arabidopsis thaliana] 


Seq. No. 


163063 


Seq. ID 


LIB3177-056-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2618725 


BLAST score 


718 


E value 


3.0e-76 


Match length 


145 


% identity 


97 


NCBI Description 


(U49074) IAA18 [Arabidopsis thaliana] 


Seq. No. 


163064 


Seq. ID 


LIB3177-056-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl363489 


BLAST score 


292 


E value 


9.0e-27 


Match length 


60 


% identity 


92 


NCBI Description 


thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidops 


thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucos 




glucohydrolase [Arabidopsis thaliana] 


Seq. No. 


163065 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-056-P1-K1-A6 

BLASTX 

g2117612 

214 

9.0e-18 

52 

85 

catalase 



(EC 1.11.1.6) 3 - Arabidopsis thaliana 
163066 

LIB3177-056-P1-K1-A7 

BLASTN 

g3798730 

39 

l.Oe-12 

87 

86 

Arabidopsis thaliana transgenic line C DNA 
163067 

LIB3177-056-P1-K1-A8 

BLASTX 

gll70373 

48 

l.Oe-17 

83 

77 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_10724 7 3_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

163068 

LIB3177-056-P1-K1-A9 

BLASTN 

g2821960 

180 

8.0e-97 

233 

94 

Arabidopsis thaliana mRNA for spermidine synthase, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163069 

LIB3177-056-P1-K1-B1 

BLASTN 

g2821960 

229 

l.Oe-126 

254 

97 

Arabidopsis thaliana 
cds 



mRNA for spermidine synthase, partial 



Seq. No. 
Seq. ID 
Method 



163070 

LIB3177-056-P1-K1-B10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl710780 
451 

6.0e-45 

120 

72 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
{X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163071 

LIB3177-056-P1-K1-B11 

BLASTX 

g3135611 

530 ' 

3.0e-54 

115 

90 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
163072 

LIB3177-056-P1-K1-B12 

BLASTX 

gl710780 

509 

l.Oe-51 

133 

74 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA654 33_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163073 

LIB3177-056-P1-K1-B2 

BLASTX 

g4490310 

493 • 

8.0e-50 

160 

64 - 

(AL0356-78) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 

163074 

LIB3177-056-P1-K1-B3 

BLASTX 

g2341034 

343 

2.0e-32 

87 

83 

{AC000104) F19P19.13 [Arabidopsis thaliana] 
163075 

LIB3177-056-P1-K1-B4 

BLASTX 

gll5767 

764 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-81 

145 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ {X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163076 

LIB3177-056-P1-K1-B5 

BLASTX 

gl40207 

156 

2.0e-10 

56 

57 

PROBABLE 4 OS RIBOSOMAL 
ribosomal protein S9.e 
>gi_ 10399 emb CAA36818 



PROTEIN S9 >gi_102109_pir S12674 

- Trypanosoma brucei 
(X52586) aid orfU protein (AA 1 ■ 



190) [Trypanosoma brucei] 
163077 

LIB3177-056-P1-K1-B6 

BLASTX 

g400983 

372 

l.Oe-35 

76 

95 

50S RIBOSOMAL PROTEIN Lll, CHLOROPLAST PRECURSOR (CLll) 

>gi_279648_pir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_emb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163078 

LIB3177-056-P1-K1-B7 

BLASTN 

g2244901 

163 

l.Oe-86 

356 

89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163079 

LIB3177-056-P1-K1-B8 

BLASTX 

g3201613 

424 

l.Oe-71 

150 

90 

(AC004669) glutathione S-transf erase [Arabidopsis thaliana] 
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Seq. No. 


163080 


Cart TH 


LIB3177-056-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4678944 


BLAST score 


537 


E value 


6.0e-55 


Match length 


119 


% identity 


53 


NCBI Description 


(AL049711) putative ] 


Seq. No. 


163081 


Seq. ID 


LIB3177-056-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g2853071 


BLAST score 


473 


E value 


O.Oe+00 


Match length 


480 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



F24J7 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163082 

LIB3177-056-P1-K1-C10 

BLASTN 

g4757405 

339 

O.Oe+00 

422 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MOJIO, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163083 

LIB3177-056-P1-K1-C11 

BLASTX 

g2642429 

159 

l.Oe-10 

145 

26 

(AC002391) putative poly (A) -binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163084 

LIB3177-056-P1-K1-C2 

BLASTX 

g3831445 

792 

7.0e-85 

150 

100 

(AC005819) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



163085 

LIB3177-056-P1-K1-C3 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2264316 
89 

3.0e-42 

438 

38 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MROll, complete sequence [Arabidopsis thaliana] 

163086 

LIB3177-056-P1-K1-C4 

BLASTX 

gl351271 

237 

8.0e-20 

101 

57 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3T1.I) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163087 

LIB3177-056-P1-K1-C6 

BLASTN 

g3249094 

306 

l.Oe-172 

338 

98 

Arabidopsis thaliana chromosome 1 BAC T12M4 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



163088 

LIB3177-056-P1-K1-C7 

BLASTX 

g2529370 

594 

9.0e-62 

128 

88 

(L7 6552) NADP-dependent glyceraldehydephosphate 
dehydrogenase subunit A [Spinacia oleracea] 

163089 

LIB3177-056-P1-K1-C8 

BLASTX 

gl362162 

490 

2.0e-49 

119 

76 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 

163090 

LIB3177-056-P1-K1-C9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length r 

% identity 

NCBI Description 



BLASTX 

gl732570 

137 

8.0e-23 

60 

95 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
163091 

LIB3177-056-P1-K1-D1 

BLASTN 

gl6172 

55 

3.0e-22 

59 

98 

A. thaliana mRNA for ascorbate peroxidase 
163092 

LIB3177-056-P1-K1-D10 

BLASTX 

gl6374 

778 

.3,0e-83 
150 
100 

{X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163093 

LIB3177-056-P1-K1-D11 

BLASTX 

g3482915 

456 

2.0e-45 
142 
65 

(AC003970) 
gi 2765083 



Similar to 12-oxophytodienoate reductase, 
and old-yellow-enzyme homolog, gi_2232254 



[Arabidopsis thaliana] 
163094 

LIB3177-056-P1-K1-D3 

BLASTX 

g2632254 

438 

2.0e-43 

133 

60 

(Y12465) serine/threonine kinase [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163095 

LIB3177-056-P1-K1-D4 

BLASTN 

g304108 

268 

l.Oe-149 
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Match length 296 

% identity 98 . 

NCBI Description Arabidopsis thaliana poly (A) -binding protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163096 

LIB3177-056-P1-K1-D5- 

BLASTX 

gl336084 

598 

4.0e-62 

113 

99 

{U56635) Arabidopsis thaliana glutamate dehydrogenase 2 
(GDH2) itiRNA, complete cds. [Arabidopsis thaliana] 

163097 

LIB3177-056-P1-K1-D6 

BLASTX 

g4586256 

579 

6.0e-60 

146 

79 

{AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163098 

LIB3177-056-P1-K1-D7 

BLASTX 

g99735 

775 

7.0e-83 

146 

99 

L-ascorbate peroxidase (EC 1.11. 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



163099 

LIB3177-056-P1-K1-E1 

BLASTX 

gll5767 

313 

l.Oe-31 

90 

8 3 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163100 

LIB3177-056-P1-K1-E10 
BLASTN 



21736 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4585918 
47 

4.0e-18 

63 

94 

Arabidopsis thaliana chromosome II BAG F1013 genomic 
sequence, complete sequence 

163101 

LIB3177-056-P1-K1-E11 

BLASTX 

gl769905 

398 

9.0e-39 

128 

63 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

163102 

LIB3177-056-P1-K1-E12 

BLASTX 

g4006883 

597 

5.0e-62 

141 

83 

{Z99707) cysteine proteinase [Arabidopsis thaliana] 
163103 

LIB3177-056-P1-K1-E2 

BLASTN 

g2924653 

224 

l.Oe-123 

333 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163104 

LIB3177-056-P1-K1-E5 

BLASTX 

gl850546 

271 

8.0e-24 

55 

100 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163105 

LIB3177-056-P1-K1-E6 

BLASTN 

g4376087 

118 

6.0e-60 
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Match length 142 
% identity 96 

NCBI Description Arabidopsis thaliana DNA chromosome A, ESSA I AP2 contig 
fragment No 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163106 

LIB3177-056-P1-K1-F10 

BLASTX 

g461550 

188 

3.0e-39 

145 

70 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

163107 

LIB3177-056-P1-K1-F11 

BLASTX 

g730688 

676 

3.0e-71 

133 

99 

MITOCHONDRIAL 4 OS RIBOSOMAL PROTEIN SI 9 PRECURSOR 

>gi_2129722_pir S71114 ribosomal protein S19 precursor, 

mitochondrial - Arabidopsis thaliana 

>gi_4577 60_emb_CAA54 951_ (X77989) ribosomal protein S19 
[Arabidopsis thaliana] >gi_459422_emb_CAA54965_ (X78035) 
mitochondrial ribosomal protein S19, nuclear encoded 
[Arabidopsis thaliana] 

163108 

LIB3177-056-P1-K1-F12 

BLASTX 

g2688824 

243 

l.Oe-20 

68 

72 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163109 

LIB3177-056-P1-K1-F3 

BLASTX 

gl32110 

730 

l.Oe-77 

135 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

{RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
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B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 
-thaliana] 

Seq. No. 163110 

Seq. ID LIB3177-056-P1-K1-F4 

Method BLASTX 

NCBI GI gl848214 

BLAST score 365 

E value 8.0e-35 

Match length 86 

% identity 77 

NCBI Description (Y11210) uracil phosphoribosyltransf erase [Nicotiana 
tabacuin] 

Seq. No. 163111 

Seq. ID LIB3177-056-P1-K1-F5 

Method BLASTX 

NCBI GI g2961372 

BLAST score 757 

E value 9.0e-81 

Match length 143 

% identity 100 . n • 

NCBI Description (AL022141) putative ribosomal protein L8 [Arabidopsis 

thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 

protein L2 [Arabidopsis thaliana] 

Seq. No. 163112 

Seq, ID LIB3177-056-P1-K1-F6 

Method BLASTN 

NCBI GI g2618601 

BLAST score 138 

E value l.Oe-71 

Match length 170 

% identity 96 ^ t.-, i 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 163113 

Seq. ID LIB3177-056-P1-K1-G1 

Method BLASTX 

NCBI GI g4539008 

BLAST score 534 

E value l.Oe-54 

Match length 150 

% identity 77 

NCBI Description (AL049481) lipase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163114 

LIB3177-056-P1-K1-G10 

BLASTX 

g2661422 

795 

3.0e-85 

154 

99 

(AJ001342) Putative S- 



phase-specif ic ribosomal protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_3096936_einb_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 

163115 

LIB3177-056-P1-K1--G11 

BLASTX 

g2492863 

392 

5.0e-38 

97 

68 

ORNITHINE AMINOTRANSFERASE (ORNITHINE— OXO-ACID 
AMINOTRANSFERASE) >gi_4 416517_gb_AAB18259_ (U74303) 
ornithine transaminase [Emericella nidulans] 

163116 

LIB3177-056-P1-K1-G12 

BLASTX 

gl32074 

758 

7.0e-81 
138 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lAI >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

163117 

LIB3177-056-P1-K1-G2 

BLASTX 

g4469022 

818 

6.0e-88 
156 

100 . 
(AL035602) cytochrome P450-like protein [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163118 

LIB3177-056-P1-K1-G4 

BLASTX 

g3036807 

335 

2.0e-31 

144 

53 

(AL022373) putative protein [Arabidopsis thaliana] 
163119 

LIB3177-056-P1-K1-G5 

BLASTX 

g4539008 

399 

6.0e-39 
121 
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% identity 74 . . 

NCBI Description (AL049481) lipase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163120 

LIB3177-056-P1-K1-G6 

BLASTX 

g2129672 

270 

9.0e-24 

102 

56 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X907 69) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 

163121 

LIB3177-056-P1-K1-G7 

BLASTX 

gl705677 

564 

4.0e"58 

123 

91 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi 2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 . (U37587 ) cell 
division cycle protein [Arabidopsis thaliana] 

163122 

LIB3177-056-P1-K1-G8 

BLASTX 

g3281855 

182 

9.0e-14 

62 

68 

(AL031004) hypothetical protein [Arabidopsis thaliana] 
163123 

LIB3177-056-P1-K1-H1 

BLASTX 

g461550 

475 

l.Oe-47 

143 

69 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



Seq. Nq. 
Seq. ID 
Method 
NCBI GI 



163124 

LIB3177-056-P1-K1-H10 

BLASTX 

g3738298 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 

2.0e-10 

103 

36 

(AC005309) unknown protein [Arabidopsis tbaliana] 
>gi_424 9394 (AC006072) unknown protein [Afabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163125 

LIB3177-056-P1-K1-H11 

BLASTX 

g4741948 

731 

l.Oe-77 

139 

99 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
163126 

LIB3177-056-P1-K1-H12 

BLASTX 

gl617270 

700 

4.0e-74 

135 

92 

(X94 624) acyl-CoA synthetase [Brassica napus] 
163127 

LIB3177-056-P1-K1-H2 

BLASTX 

g2464941 

650 

3.0e-68 

134 

88 

(Z99708) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_280144 6 (AF02834 0) ubiquitin-conjugating 
enzyme 17 [Arabidopsis thaliana] 

163128 

LIB3177-056-P1-K1-H3 

BLASTN 

g3047100 

333 

O.Oe+00 

420 

100 

Arabidopsis thaliana BAC F6N23 
163129 

LIB3177-056-P1-K1-H4 

BLASTN 

g4432811 

128 

4 .Oe-66 
144 
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% identity 

NCBI Description 



97 

Arabidopsis thaliana chromosome II BAG F16D14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


163130 


Seq. ID 


LIB3177-056- 


Method 


BLASTX 


NCBI GI 


g4539008 


BLAST score 


543 


E value 


l.Oe-55 


Match length 


153 


% identity 


77 


NCBI Description 


(AL049481) : 


Seq. No. 


163131 


Seq. ID 


LIB3177-056- 


Method 


BLASTN 


NCBI GI 


g3449320 


BLAST score 


205 


E value 


l.Oe-111 


Match length 


461 


% identity 


100 


NCBI Description 


Arabidopsis 




MRB17, comp 


Seq. No. 


163132 


Seq. ID 


LIB3177-056 


Method 


BLASTX 


NCBI GI 


gl66835 


BLAST score 


580 


E value 


5.0e-60 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



127 
91 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis* thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

163133 

LIB3177-056-P1-K1-H8 

BLASTX 

gl26766 

652 

l.Oe-68 

133 
93 

MALATE SYNTHASE, GLYOXYSOMAL >gi_682 1 6_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
{J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

163134 

LIB3177-056-P1-K1-H9 

BLASTN 

gl6200 

215 

l.Oe-117 

306 

97 
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NCBI Description 



A.thaliana gene for auxin-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163135 

LIB3177-057-P1-K1-A1 

BLASTN 

g2351073 

269 

l.Oe-150 

357 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 

163136 

LIB3177-057-P1-K1-A10 

BLASTN 

g3128137 

226 

l.Oe-124 

377 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K9I9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163137 

LIB3177-057-P1-K1-A11 

BLASTN 

g2275194 

162 

7.0e-86 

431 

100 

Arabidopsis thaliana chromosome II BAG T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163138 

LIB3177-057-P1-K1-A2 

BLASTX 

g282865 

573 

2.0e-59 

109 

73 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095. 1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163139 

LIB3177-057-P1-K1-A3 

BLASTX 

g4218120 

283 

l.Oe-35 
130 
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% identity 

NCBI Description 



61 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163140 

LIB3177-057-P1-K1-A4 

BLASTX 

g4741940 

771 * 

2.0e-82 

145 

97 

{AF134120) Lhca2 protein [Arabidopsis thaliana] 
163141 

LIB3177-057-P1-K1-A5 

BLASTX 

gl363489 

430 

8.0e-43 

84 

98 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb__CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

163142 

LIB3177-057-P1-K1-A6 

BLASTN 

g2244788 

62 

6.0e-27 

97 

91 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

163143 

LIB3177-057-P1-K1-A8 

BLASTX 

g4263525 

61 

2.0e-40 

115 

75 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

163144 

LIB3177-057-P1-K1-A9 

BLASTX 

g4582468 

206 

2.0e-16 

44 

95 

(AC007071) putative 40S ribosomal protein; contains 
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C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163145 

LIB3177-057-P1-K1-B1 

BLASTX 

g3913218 

255 

7.0e-22 

72 

75 

MAGNESIUM-CHELATASE SUBUNIT CHLD PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) (MG-CHELATASE SUBUNIT D) 
>gi_2318117 {AF014399) Mg-chelatase subunit D [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163146 

LIB3177-057-P1-K1-B10 

BLASTX 

gl20675 

510 

5.0e-57 

135 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143__emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163147 

LIB3177-057-P1-K1-B11 

BLASTX 

g4741960 

503 

5.0e-51 

115 

84 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163148 

LIB3177-057-P1-K1-B3 

BLASTX 

g3694807 

313 

4.0e-29 

78 

78 

(AF055898) alanine aminotransferase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163149 

LIB3177-057-P1-K1-B4 

BLASTN 

gl2219 

103 

7.0e-51 

153 

97 
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NCBI Description 



Mustard chloroplast trnk gene for tRNA-Lys (UUU) 



Seq. No. 


163150 


Seq. ID 


LIB3177-057-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


206 


E value 


3 . Oe-16 


Match length 


76 


% identity 


49 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thai 


Seq. No. 




Seq. ID 


LIB3177-057-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


gll3497 


BLAST score 


206 


E value 


8.0e-17 


Match length 


65 


% identity 


60 


NCBI Description 


ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 



(ALPHA-D-GALACTOSIDE GALACTOHYDROLASE) 

>gi_99880_pir S07472 alpha-galactosidase (EC 3.2.1.22) 

precursor - guar >gi_18292_emb_CAA32772_ (X14 619) 
alpha-galactosidase preproprotein [Cyamopsis tetragonoloba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163152 

LIB3177-057-P1-K1-B8 

BLASTX 

gl350720 • 

183 

l.Oe-13 

44 

84 

60S RIBOSOMAL PROTEIN L32 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163153 

LIB3177-057-P1-K1-C1 

BLASTX 

gl922244 

360 

l.Oe-34 

74 

96 

(Y10085) putative desication related protein LEA14 
[Arabidopsis thaliana] >gi_2505882_einb_CAA7 3311_ (¥12776) 
LEA protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163154 

LIB3177-057-P1-K1-C10 

BLASTN 

g3046854 

155 

l.Oe-81 

392 
99 

Arabidopsis thaliana genomic 



DNA, chromosome 5, PI clone: 
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MRG7, complete sequence [Arabidopsis thaliana] 



Seq. No. 


163155 


Seq. ID 


LIB3177-057-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3201613 - 


BLAST score 


645 


E value 


1 .Oe-67 


Match length 


122 


% identity 


100 


NCBI Description 


{AC004DDy) glutatnione 


Seq. No. 


163156 


Seq. ID 


LIB3177-057-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4689386 


BLAST score 


290 


E value 


4 .Oe-26 


Match length 


124 


% identity 


52 


NCBI Description 


(AF1394 68 ) photosystem 




radiata] 



S-transf erase [Arabidopsis thaliana] 



I reaction center subunit III [Vigna 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163157 

LIB3177-057-P1-K1-C2 

BLASTX 

gl046225 

457 

1.0e~45 

88 

99 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163158 

LIB3177-057-P1-K1-C3 

BLASTX 

gll5783 

655 

8.0e-69 

126 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 163159 

Seq. ID LIB3177-057-P1-K1-C5 

Method BLASTX 

NCBI GI g4586249 

BLAST score * 5 64 

E value 4.0e-58 

Match length 110 

% identity 100 
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NCBI Description 



(AL049640) putative pollen surface protein [Arabidopsis 
thalianaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163160 

LIB3177-057-P1-K1-C7 

BLASTN 

g413731 

286 

l.Oe-160 

319 

97 

Arabidopsis thaliana phytoene synthase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163161 

LIB3177-057-P1-K1-C8 

BLASTX 

gll5767 

675 

3.0e-71 

130 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_eitib_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163162 

LIB3177-057-P1-K1-C9 

BLASTX 

gl063415 

366 

3.0e-52 

122 

88 

(L40948) K+ channel protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163163 

LIB3177-057-P1-K1-D1 

BLASTX 

gl73257Q 

407 

7.0e-40 

75 

100 

(U72153) beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163164 

LIB3177-057-P1-K1-D10 

BLASTN 

g2245031 

253 

l.Oe-140 

274 

97 



21749 



NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163165 

LIB3177-057-P1-K1-D11 
BLASTX 
g3877951 
167 

8.0e-12 
64 
28 

(Z81555) predicted using Genefinder [Caenorhabditis 
elegans] 

163166 

LIB3177-057-P1-K1-D2 
BLASTX 
g99696 
629 

9.0e-66 
141 
87 

glutamate--ammonia ligase (EC 6.3. 
chloroplast (clone lambdaAtgsll) - 
>gi_240070_bbs__69728 (S69727) light-regulated glutaraine 
synthetase isoenzyme [Arabidopsis thaliana. Peptide, 430 

aal [Arabidopsis thaliana] >gi_2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



163167 

LIB3177-057-P1-K1-D3 

BLASTX 

gl6374 

725 

4.0e-77 

142 

97 

(X03908) chlorophyll a/b binding protein 
[Arabidopsis thaliana] 



,1.2) precursor, 
Arabidopsis thaliana 



(LHCP AB 180) 



163168 

LIB3177-057-P1-K1-D4 

BLASTX 

g3024022 

588 

6.0e-61 

130 

85 

INITIATION FACTOR 5A-5 (EIF-5A) (EIF-4D) 

>gi_2225885_dbj_BAA2087 9_ {AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163169 

LIB3177-057-P1-K1-D5 

BLASTX 

gll5783 

660 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-69 

125 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_einb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163170 

LIB3177-057-P1-K1-D6 

BLASTN 

g2352827 

140 

5.0e-73 

208 

92 

Arabidopsis thaliana NaCl-inducible Ca2+-binding protein 
(ACPI) iriRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163171 

LIB3177-057-P1-K1-D7 

BLASTN ' 

g2352827 

278 

l.Oe-155 

302 

98 

Arabidopsis thaliana NaCl-inducible Ca2+-binding protein 
(ACPI) mRNA, complete cds 



Seq. No. 


163172 


Seq. ID 


LIB3177-057-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl063415 


BLAST score 


447 


E value 


2.0e-44 


Match length 


88 


% identity 


97 


NCBI Description 


(L40948) K+ channel protein 


Seq. No. 


163173 


Seq. ID 


LIB3177-057-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


551 


E value 


l.Oe-56 


Match length 


135 


% identity 


79 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



YDROGENASE A PRECURSOR, 

CHLOROPLAST >g i_2 11752 0_pi r JQ 1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase {NADP+) 
(phosphorylating) [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163174 

LIB3177-057-P1-K1-E11 

BLASTX 

g2495209 

379 

2.0e-36 - 

108 

61 

HYPOTHETICAL 12.9 KD PROTEIN SLR1417 

>gi_1651819_dbj_BAA167 4 6_ (D90900) hypothetical protein 
[Synechocystis sp.] 

163175 

LIB3177-057-P1-K1-E12 

BLASTX 

g4741940 

567 

l,0e-58 

103 

66 

{AF134120) Lhca2 protein [Arabidopsis thaliana] 
163176 

LIB3177-057-P1-K1-E2 

BLASTX 

g3608412 

631 

5.0e-66 

152 

78 

(AF07 9355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 

163177 

LIB3177-057-P1-K1-E3 

BLASTX 

g3287944 

137 

l.Oe-08 

44 

61 

HYPOTHETICAL 16.2 KD PROTEIN C3D6.08C IN CHROMOSOME II 
>gi_2117304_emb_CAB09117.1_ (Z95620) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163178 

LIB3177-057-P1-K1-E4 

BLASTX 

g3176668 

766 

7.0e-82 

151 

97 

(AC004 393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb Z33937 come from this gene. [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163179 

LIB3177-057-P1-K1-E5 

BLASTX 

g4539408 

278 

3.0e-27 

126 

61 

{AL049524) putative alpha NAC [Arabidopsis thaliana] 
163180 

LIB3177-057-P1-K1-E6 

BLASTN 

g2341023 

349 

0. 0e+00 
377 

98 

Sequence of BAC F19P19 from Arabidopsis thaliana chroinosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163181 

LIB3177-057-P1-K1-E7 , ' 

BLASTN 

g2828184 

174 

3.0e-93 

294 

90 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MSN9, complete sequence [Arabidopsis thaliana] 

163182 

LIB3177-057-P1-K1-E8 

BLASTX 

gll75010 

302 

l.Oe-27 

75 

83 

PLASMA MEMBRANE INTRINSIC PROTEIN lA >gi_62 954 0_pir S44082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA534 75_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

163183 

LIB3177-057-P1-K1-F10 

BLASTX 

gll5385 

637 

l.Oe-66 

123 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163184 

LIB3177-057-P1-K1-F11 

BLASTX 

g2146746 

792 

7.0e-85 

154 

99 

protein kinase (EC 2.7 



1.-) - Arabidopsis thaliana 



>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 
163185 

LIB3177-057-P1-K1-F12 

BLASTN 

g3241925 

348 

O.Oe+00 

348 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K9, complete sequence [Arabidopsis thaliana] 

163186 

LIB3177-057-P1-K1-F2 

BLASTN 

g4165340 

99 

2.0e-48 

151 

92 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163187 

LIB3177-057-P1-K1-F3 

BLASTN 

g769742 

290 

l.Oe-162 

310 

98 

A. thaliana mRNA for phosphoinositide-specif ic phospholipase 
C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163188 

LIB3177-057-P1-K1-F4 

BLASTN 

g3413696 

339 

0. Oe+00 

343 

100 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



163189 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-057-P1-K1-F5 

BLASTX 

g3128180 

94 

2.0e-53 

112 

92 

{AC004521) citrate synthetase [Arabidopsis thaliana] 
163190 

LIB3177-057-P1-K1-F6 

BLASTX 

g4741960 

583 

2.0e-60 

129 

86 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
163191 

LIB3177-057-P1-K1-F7 

BLASTX 

g2326359 

186 

7.0e-14 

45 

87 

(Y11190) hypothetical protein [Arabidopsis thaliana] 
163192 

LIB3177-057-P1-K1-F8 

BLASTX 

g3746059 

411 

3.0e-40 

118 

64 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163193 

LIB3177-057-P1-K1-F9 

BLASTX 

g2956690 

503 

5.0e-51 

134 

61 

(AJ223306) PSBY [Arabidopsis thaliana] >gi_3414928 
(AF079800) PsbY precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163194 

LIB3177-057-P1-K1-G1 

BLASTN 

g4589430 

344 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O.Oe+00 

449 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MLD14, complete sequence 

163195 

LIB3177-057-P1-K1-G11 

BLASTN 

g2191126 

374 

O.Oe+00 

434 

100 

Arabidopsis thaliana BAC IG002N01 
163196 

LIB3177-057-P1-K1-G12 

BLASTN 

g2656028 

357 

O.Oe+00 

385 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNF13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163197 

LIB3177-057-P1-K1-G2 

BLASTN 

g4490717 

352 

O.Oe+00 

392 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163198 

LIB3177-057-P1-K1-G3 

BLASTN 

g3650026 

229 

l.Oe-126 

461 

98 

Arabidopsis thaliana chromosome II BAC T26I20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163199 

LIB3177-057-P1-K1-G6 

BLASTX 

gl353352 

379 

2.0e-36 

111 

70 
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NCBI Description 



(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163200 

LIB3177-057-P1-K1-G7 

BLASTX 

gll70089 

736 

3.0e-78 

147 

99 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163201 

LIB3177-057-P1-K1-G8 

BLASTN 

g3176701 

79 

2.0e-36 

115 

92 

Arabidopsis thaliana chromosome II BAC T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163202 

LIB3177-057-P1-K1-G9 

BLASTN 

g2618601 

149 

4.0e-78 

402 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163203 

LIB3177-057-P1-K1-H1 

BLASTX 

g585084 

154 

3.0e-10 

45 

64 

ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G) 

>gi_543383_pir S40780 translation elongation factor G, 

mitochondrial - rat >gi_310102 (L14 684) elongation factor G 
[Rattus norvegicus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163204 

LIB3177-057-P1-K1-H10 

BLASTN 

g403417 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221 

l.Oe-121 

221 

100 

Arabidopsis thaliana Columbia bZIP protein GBF4 gene, 
complete cds 

163205 

LIB3177-057-P1-K1-H11 

BLASTX 

gl946362 

203 

3.0e-16 

37 

100 

(U93215) photosystem II reaction center 6.1KD protein 
[Arabidopsis thaliana] 

163206 

LIB3177-057-P1-K1-H2 

BLASTX 

gll5783 

653 

l.Oe-68 

125 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163207 

LIB3177-057-P1-K1-H3 

BLASTN 

g3241926 

162 

4 .Oe-86 

232 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 

163208 

LIB3177-057-P1-K1-H5 

BLASTN 

gl946354 

70 

4 .Oe-31 

74 

99 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163209 

LIB3177-057-P1-K1-H6 

BLASTX 

g2497541 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



327 

7.0e-31 

65 

92 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR 
>gi__482936_emb_CAA82222_ (Z283-73) pyruvate kinase; plastid 
isozyme [Nicotiana tabacum] 

163210 

LIB3177-057-P1-K1-H7 

BLASTX 

g399942 

701 

3.0e-74 

147 

94 

CHLOROPLAST STROMA 70 KD HEAT SHOCK-RELATED PROTEIN 

PRECURSOR >gi_421881_pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 (L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi_871515_emb_CAA4 9147_ 
(X69213) Psst70 (stress 70 protein) [Pisum sativum] 

163211 

LIB3177-059-P1-K1-A1 

BLASTN 

g4079614 

270 

l.Oe-150 
372 

100 . ' . 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163212 

LIB3177-059-P1-K1-A10 

BLASTN 

g3128136 

118 

3.0e-60 

118 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163213 

LIB3177-059-P1-K1-A11 

BLASTX 

g2956690 

390 

9.0e-38 

108 

54 

(AJ223306) PSBY [Arabidopsis thaliana] >gi_3414928 
(AF079800) PsbY precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



163214 

LIB3177-059-P1-K1-A12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBl Description 



BLASTX 

gll4532 

287 

l.Oe-25 

69 

80 

ATP SYNTHASE ALPHA CHAIN >gi__67824_pir PWNTA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_11769_emb_CAA23471_ (V00162) 
alpha subunit of ATPase [Nicotiana tabacum] 
>gi_11811_emb_CAA77341_ (Z00044) ATPase alpha subunit 

[Nicotiana tabacum] >gi_225270__prf 1211235E ATPase alpha 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163215 

LIB3177-059-P1-K1-A2 

BLASTX 

gll5783 

567 

l,0e-58 

106 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein "(LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

'NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163216 

LIB3177-059-P1-K1-A3 

BLASTX 

g2388561 

747 

l.Oe-79 

143 

99 

(AC000098) Similar to Arabidopsis hypothetical protein 
PID:e326839 (gb_Z97337) . [Arabidopsis thaliana] 

163217 

LIB3177-059-P1-K1-A4 

BLASTN 

g4204173 

291 

l.Oe-163 

450 

100 

Arabidopsis thaliana chromosome 1 BAC T2K10 sequence, 
complete sequence [Arabidopsis thaliana] 

163218 

LIB3177-059-P1-K1-A6 

BLASTX 

g3043529 

141 

l.Oe-08 

73 

36 
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NCBI Description 



(AJ002204) polyamine oxidase [Zea mays) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163219 

LIB3177-059-P1-K1-A8 

BLASTX 

g2129559 

322 

6.0e-30 

75 

83 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi~3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi~3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



163220 

LIB3177-059-P1-K1-A9 

BLASTN 

g3449323 

356 

O.Oe+00 

419 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZA15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163221 

LIB3177-059-P1-K1-B1 

BLASTX 

g267069 

604 

6.0e-63 

130 

88 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163222 

LIB3177-059-P1-K1-B10 

BLASTX 

g4689386 

333 

3.0e-31 

79 

78 

(AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163223 

LIB3177-059-P1-K1-B11 

BLASTN 

g2182286 

279 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l,0e-156 

287 

99 

Sequence of BAG F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

163224 

LIB3177-059-P1-K1-B2 

BLASTX 

g464986 

559 

l.Oe-57 
110 
95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi__421857_pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ {Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ {X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4 4 55355_emb_CAB3 67 65 . 1__ ( AL03552 4 ) ubiquitin-protein ' 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163225 

LIB3177-059-P1-K1-B3 

BLASTX 

g3023216 

696 

l.Oe-73 

139 

100 

14_3_3_LiKE PROTEIN GF14 MU >gi_1531629 (U60444) GF14 mu 
[Arabidopsis thaliana] 

163226 

LIB3177-059-P1-K1-B6 

BLASTX 

g266463 

692 

2,0e-73 

147 

97 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_82259_pir S25670 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
potato >gi_22643_emb_CAA47720_ {X67310) 3-isopropylmalate 

dehydrogenase [Solanum tuberosum] >gi_445064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 

163227 

LIB3177-059-P1-K1-B9 

BLASTN 

g4455168 

159 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-84 
296 
94 _ 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



FIOMIO 



163228 

LIB3177-059-P1-K1-C1 

BLASTN 

g3242700 

306 

l.Oe-172 

330 

98 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163229 

LIB3177-059-P1-K1-C10 

BLASTX 

gll5783 

623 

6.0e-67 

129 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163230 

LIB3177-059-P1-K1-C11 

BLASTX 

g2388578 

638 

6.0e-67 

131 

98 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) 
gb_T75785,gb_R30580,gb_T04698 come from this gene. 
[Arabidopsis thaliana] 



ESTs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163231 

LIB3177-059-P1-K1-C12 

BLASTX 

g4102703 

484 

8.0e-49 
95 
100 

(AF015274) 
thaliana] 



ribulose-5-phosphate-3-epimerase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163232 

LIB3177-059-P1-K1-C2 

BLASTX 

g2864602 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 

2.0e-14 

112 

52 

(Y12071) thylakoid lumen rotamase [Spinacia oleracea] 
163233 

LIB3177-059-P1-K1-C3 

BLASTX 

g4753651 

465 

8.0e-47 

96 

93 

(AL04 9751) ribosomal protein L13a like protein [Arabidopsis 
thaliana] 

163234 

LIB3177-059-P1-K1-C4 

BLASTN 

g2245031 

389 

O.Oe+00 

410 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

163235 

LIB3177-059-P1-K1-C5 

BLASTX 

g282865 

293 

2.0e-42 

111 

81 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

163236 

LIB3177-059-P1-K1-C6 

BLASTX 

g464662 

257 

3.0e-22 

117 

50 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
PROTEIN RNP-T) (RNA-BINDING PROTEIN 1) 

>gi_282884_pir S28057 RNA-binding protein RNP-T - 

Arabidopsis thaliana >gi_164 90_emb_CAA4 6347_ (X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
(M94554) 31 kDa RNA binding protein [Arabidopsis thaliana] 



21764 



>gi_475718 {U08467) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_emb_CAA22986_ (AL035356) RNA-binding 
protein RNP-T -precursor [Arabidopsis thaliana] 

>gi_737169_prf 1921382A RNA-binding protein [Arabidopsis 

thaliana] 



Seq. No. 


163237 


Seq. ID 


LIB3177-059-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4454056 


BLAST score 


318 


E value 


2 .Oe-29 


Match length 


85 


% identity 


82 


NCBI Description 


(AJ000930) ClpP [Arabidopsis thali; 


Seq. No. 


163238 


Seq. ID 


LIB3177-059-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


681 


E value 


6.0e-72 


Match length 


130 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF 





protein 


Seq. No. 


163239 


Seq. ID 


LIB3177 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


574 


E value 


3.0e-71 


Match length 


137 


% identity 


90 


NCBI Description 


(M86720 



(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-bindrhg protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) - [Arabidopsis thaliana] 
>gi_16372_ertib_CAA2754"l_ (X03908) chlorophyll a/b binding 



-P1-K1-C9 



ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163240 

LIB3177-059-P1-K1-D1 

BLASTX 

g2369714 

452 

3.0e-45 

117 

76 

(Z97178) elongation factor 2 [Beta vulgaris] 



Seq. No. 
Seq. ID 
Method 



163241 

LIB3177-059-P1-K1-D11 
BLASTX 



21765 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32074 
618 

l.Oe-64 

112 

100 

RIBULOSE BISPHOSPHATE CARBOXYIiASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_680 63_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163242 

LIB3177-059-P1-K1-D12 

BLASTX 

g3914658- 

604 

7.0e-63 

138 

86 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694974_enib_CAA70851_ {Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


163243 


Seq. ID 


LIB3177-059- 


Method 


BLASTX 


NCBI GI 


gl565225 


BLAST score 


548 


E value 


3.0e-56 


Match length 


104 


% identity 


98 


NCBI Description 


{X95572) sa: 


Seq. No. 


163244 


Seq. ID 


LIB3177-059' 


Method 


BLASTX 


NCBI GI 


g4049350 


BLAST score 


526 


E value 


8.0e-54 


Match length 


102 


% identity 


99 


NCBI Description 


(AL034567) ] 


Seq. No. 


163245 


Seq. ID 


LIB3177-059 


Method 


BLASTX 


NCBI GI 


g4454036 


BLAST score 


386 


E value 


7.0e-70 


Match length 


131 


% identity 


94 


NCBI Description 


(AL035394) ] 




thaliana] 


Seq. No. 


163246 


Seq. ID 


LIB3177-059 


Method 


BLASTX 


NCBI GI 


g4586256 



21766 



BLAST score 


554 


E value 


5.0e-57 


Match length 


128 


% identity 


85 


NCBI Description 


(AL049640) probable photos^ 




[Arabidopsis thaliana] 


Seq. No. 


163247 


Seq. ID 


LIB3177-059-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4033838 


BLAST score 


585 


E value 


2.0e-75 


Match length 


149 


% identity 


99 


NCBI Description 


(Y18550) sigma-like factor 


Seq. No. 


163248 


Seq. ID 


LIB3177-059-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


659 


E value 


2.0e-69 


Match length 


131 


% identity 


96 


NCBI Description 


{U72153) beta-glucosidase 


Seq. No. 


163249 


Seq. ID 


LIB3177-059-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


542 


E value 


l.Oe-55 


Match length 


142 


% identity 


81 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



HYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase {NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase {NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163250 - 

LrB3177-059-Pl-Kl-E10 

BLASTN 

g2980787 

70 

3.0e-31 

263 

85 

Arabidopsis thaliana DNA chromosome 4, PI clone .^7J2 
(ESSAII project) 



Seq. No. 



163251 



21767 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score * 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBP GI 
BLAST score 
E value 
Match length 



LIB3177-059-P1-K1-E11 

BLASTN 

g2351061 

161 

2.0e-85 

161 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAF19, complete sequence [Arabidopsis thaliana] 



PI clone; 



163252 

LIB3177-059-P1-K1-E12 

BLASTX 

g4759288 

272 

5.0e-24 

130 

47 

homolog of yeast (S, cerevisiae) ufd2 

>gi_2495703_sp_Q14139_Y126_HUMAN HYPOTHETICAL PROTEIN 
KIAA0126 >gi_14 69175_dbj_BAA09475_ (D50916) The KIAA0126 
gene is partially related to a yeast gene. [Homo sapiens] 

163253 

LIB3177-059-P1-K1-E2 

BLASTX 

g2623302 

641 

3.0e-67 

125 

99 

(AC002409) putative cysteine proteinase inhibitor 
[Arabidopsis thaliana] 

163254 

LIB3177-059-P1-K1-E3 

BLASTX 

g2119846 

635 

l.Oe-66 

125 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 . (AC004077 ) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163255 

LIB3177-059-P1-K1-E4 

BLASTX 

g3075394 

647 

6.0e-68 
127 



21768 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

163256 

LIB3177-059-P1-K1-E6 

BLASTX 

g542200 

388 

2.Qe-37 

136 

52 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 

163257 

LIB3177-059-P1-K1-E7 

BLASTN 

g2864607 

335 

O.Oe+00 

347 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

163258 

LIB3177-059-P1-K1-E8 

BLASTX 

g3212877 

724 

6.0e-77 

140 

56 

(AC004005) Lea-like protein [Arabidopsis thaliana] 
163259 

LIB3177-059-P1-K1-E9 

BLASTX 

gl6374 

770 

2.0e-82 

147 

99 

(X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

163260 

LIB3177-059-P1-K1-F1 

BLASTN 

g790582 

417 , 

O.Oe+00 

424 

100 



21769 



NCBI Description 



Arabidopsis thaliana putative pathogenesis-related protein 
(ATOZIl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163261 

LIB3177-059-P1-K1-F10 

BLASTN 

g4309683 

250 

l.Oe-138 

270 

98 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163262 

LIB3177-059-P1-K1-F11 

BLASTX 

g2104957 

508 

l.Oe-51 

112 

88 

(U96924) immunophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163263 

LIB3177-059-P1-K1-F12 

BLASTX 

g2088649 

425 

6.0e-42 

85 

100 

(AF002109) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163264 

LIB3177-059-P1-K1-F2 

BLASTX 

g2129767 

449 

9.0e-45 

85 

99 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163265 

LIB3177-059-P1-K1-F3 

BLASTX 

g4741185 

601 

2.0e-62 
112 

100 - 

(AL049746) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



163266 



21770 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3177-059-P1-K1-F5 

BLASTX 

gl806140 

711 

2.0e-75 
147 
85 

(X97314) 



cdc2MsC [Medicago sativa] 



163267 

LIB3177-059-P1-K1-F7 

BLASTN 

g4586098 

58 

l.Oe-24 

58 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F16J13 



163268 

LIB3177-059-P1-K1-F8 

BLASTX 

gl31398 

519 

7.0e-53 

120 

88 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

163269 , 

LIB3177-059-P1-K1-G1 

BLASTX 

g3193301 

501 

8.0e-51 

138 

77 

(AF069298) Arabidopsis putative chloroplast outer envelope 
86-like protein T10P11.19 (GB: AC002330) [Arabidopsis 
thaliana] 

163270 

LIB3177-059-P1-K1-G10 

BLASTX 

g4741952 

576 

l.Oe-59 
108 



21771 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
1632.71 

LIB3177-059-P1-K1-G11 

BLASTX * - 

gl32102 

787 

2.0e-84 

148 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_einb_CAA32701_ 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163272 

LIB3177-059-P1-K1-G12 

BLASTX 

gl946690 

691 

4.0e-73 

131 

100 

(U94495)' 'glutathione peroxidase [Arabidopsis thaliana] 
>gi_4582452_gb_AAD24836.1_AC007071_8 (AC007071) putative 
glutathione peroxidase [Arabidopsis thaliana] 

163273 

LIB3177-059-P1-K1-G2 

BLASTX 

g4539316 

671 

l.Oe-70 

141 

99 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

163274 

LIB3177-059-P1-K1-G3 

BLASTN 

g4521999 

76 

7.0e-35 

219 

100 

Arabidopsis thaliana chromosome II BAC F2G1 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163275 

LIB3177-059-P1-K1-G4 

BLASTX 

g3080442 

760 



21772 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-81 

145 

97 

(AL022605) putative protein [Arabidopsis thaliana] 
163276 

LIB3177-059-P1-K1-G5 

BLASTX 

g4567232 

354 

l.Oe-33 

72 

100 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 

163277 

LIB3177-059-P1-K1-G6 

BLASTX 

g4262232 

628 

l.Oe-65 
149 

87 , 

(AC006200) putative ribosomal protein L7 [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163278 

LIB3177-059-P1-K1-G7 

BLASTX 

g4835226 

262 

9.0e-23 

85 

58 

(AL049862) putative protein [Arabidopsis thaliana] 
163279 

LIB3177-059-P1-K1-G8 

BLASTX 

g2129672 

301 

2.0e-27 

119 

55 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_einb_CAA62296_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163280 

LIB3177-059-P1-K1-G9 

BLASTX 

gll5767 

723 

7.0e-77 
136 



21773 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603__pir ^A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_einb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163281 

LIB3177-059-P1-K1-H1 

BLASTN 

g2246379 

380 

O.Oe+00 

408 

99 

A. thaliana mRNA for peptidyl-prolyl cis-trans isomerase 
163282 

LIB3177-059-P1-K1-H10 

BLASTX 

gll69201 

549 

2.0e-56 

136 

83 

DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 


163283 


Seq. ID 


LIB3177-059-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4741950 


BLAST score 


606 


E value 


3.0e-63 


Match length 


116 


% identity 


97 


NCBI Description 


(AF134125) Lhcb2 protein 


Seq, No. 


163284 


Seq. ID 


LIB3177-059-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4741940 


BLAST score 


572 


E value 


4.0e-59 


Match length 


104 


% identity 


66 


NCBI Description 


(AF134120) Lhca2 protein 


Seq. No. 


163285 


Seq. ID 


LIB3177-059-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl363489 


BLAST score 


734 


E value 


4.0e-78 



2177*4 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 
91 

thioglucosidase (EC 3.2,3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_einb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

163286 

LIB3177-059-P1-K1-H4 

BLASTX 

gl32110 

315 

3.0e-29 

92 

74 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA327 02_ 
{X14 564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163287 

LIB317 7-059-P1-K1-H5 

BLASTN 

g2252823 

35 

3.0e-10 

173 

93 

Arabidopsis thaliana BAC IG005I10 
163288 

LIB3177-059-P1-K1-H6 

BLASTX 

g2459417 

113' 

9.0e-37 

96 

90 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

163289 

LIB3177-059-P1-K1-H7 

BLASTN 

g4454447 

353 

O.Oe+00 

450 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq.- No. 
Seq. ID 
Method 
NCBI GI 



163290 

LIB3177-059-P1-K1-H8 

BLASTX 

gl31398 



21775 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



545 

6.0e-56 

138 

81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II lOK protein precursor 

- Arabidopsis thaliana >gi_16447_einb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 {AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163291 

LIB3177-059-P1-K1-H9 

BLASTN 

g3510247 

84 

2.0e"39 

201 

89 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163292 

LIB3177-060-P1-K1-A11 

BLASTX 

g2129562 

309 

8.0e-29 

62 

95 

class III ADH, glutathione-dependent formaldehyde 
dehydrogenase. - Arabidopsis thaliana 
>gi_1143388_emb_CAA57973_ (X82647) class III ADH, 
glutathione-dependent formaldehyde dehydrogenase . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163293 

LIB3177-060-P1-K1-A12 

BLASTX 

gl345655 

221 

2.0e-18 

59 

76 

CINNAMYL-ALCOHOL DEHYDROGENASE 2 (CAD) 
>gi_757535_emb_CAA83508_ {Z31715) cinnamyl alcohol 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID ■ 
Method 
NCBI GI 
BLAST score 
E value 



163294 

LIB3177-060-P1-K1-A3 

BLASTN 

g3883125 

269 

l.Oe-150 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



317 
96 

Arabidopsis thaliana arabinogalactan-protein (AGP4) raRNA, 
complete cds 

163295 

LIB3177-060-P1-K1-A5 

BLASTX 

g2911085 

353 

4 .Oe-53 

129 

85 

(AL021960) photosystem II oxygen-evolving complex protein 
3-lik:e [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 

163296 

LIB3177-060-P1-K1-A6 

BLASTN 

g3702731 

302 

l.Oe-169 

310 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 

163297 

LIB3177-060-P1-K1-A9 

BLASTN 

g4325216 

219 

l.Oe-120 

219 

100 

Arabidopsis thaliana hydrophobic protein (RCI2A) mRNA, 
complete cds 

163298 

LIB3177-060-P1-K1-B10 

BLASTN 

g2642152 

250 

l.Oe-138 

250 

100 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163299 

LIB3177-060-P1-K1-B11 

BLASTX 

g2119846 

266 

7.0e-24 
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Match length 60 
% identity 90 

NCBI Description chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis ^thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 {AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



oeq ■ wo . 


J. D J OU U 


oeq. lu 


IjXOOI / / UDVJ trX J\J. QL/L 


Me unou 




NCBI GI 


g2781354 


BLAST score 


253 


E value 


1 . ue— ou 


Matcn iengtxi 


"7 1 


% identity 


o / 


NCBI Description 


(Auuuoiio) fz^ui.iu [AraDiuopsis rnaiianaj 


Seq. No. 


Id J-3U1 


beq. lu 


T Tn'51 77_n(^n_D1 — RO 


Method 


oJjAb 1 A 


NCBI GI 


g3980405 


BLAST score 


400 


E value 


D . ue- 


Match length 


83 


% identity 


98 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




tnaliana j 


beq. NO. 


1 D J jUZ 


beq. lu 


T TR'^1 77— 0*^0 — PI — Pfl — R*^ 
LiltSjl / / UDU rl rvX Dj 


Method 


RT Zi QTV 


NCBI GI 


g4679028 


BLAST score 


168 


E value 


o . ue— iz 


Match length 


n n 

If ■ 


% laenriry 




inudi uescripuion 


^airri779n7\ HQDPri91 fH/^m/^ car^-ionc:! 


Seq. No. 


163303 


Seq. ID 


LIB3177-060-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g2760168 


BLAST score 


58 


E value 


4 .Oe-24 


Match length 


165 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c' 




MEE6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


163304 


Seq. ID 


LIB3177-060-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl35406 


BLAST score 


343 



21778 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-68 

150 

88 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163305 

LIB3177-060-P1-K1-B9 

BLASTN 

g2264314 

40 

4.0e-13 

356 

58 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone: 



163306 

LIB3177-060-P1-K1-C1 
"BLASTX 
g2239083 
133 

8.0e-12 

83 

49 

(Z84383) anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] 

163307 

LIB3177-060-P1-K1-C10 

BLASTX 

g2213622 

213 

3.0e-17 

43 

100 

(AC000103) F21J9.25 [Arabidopsis thaliana] 
163308 

LIB3177-060-P1-K1-C12 

BLASTN 

g2760168 

44 

2.0e-15 

59 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163309 

LIB3177-060-P1-K1-C3 

BLASTX 

g4006934 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^. . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



346 

5.0e-33 

71 

94 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 

163310 / . 

LIB3177-060-P1-K1-C7 

BLASTX 

gll72806 

245 

2.0e-21 

46 

96 

60S • RIBOSOMAL PROTEIN LIO (WILM'S TUMOR SUPPRESSOR PROTEIN 

HOMOLOG) >gi_4784 01_pir JQ2244 ribosomal protein LlO.e, 

cytosolic - Arabidopsis thaliana >gi_17682_einb_CAA78856_ 
(Z15157) Wilm's tumor suppressor homologue [Arabidopsis 
thaliana] 

163311 

LIB3177-060-P1-K1-C8 

BLASTX 

gl66708 

573 

2.0e-59 

114 

100 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

163312 

LIB3177-060-P1-K1-D10 

BLASTX 

g2275217 

308 

2.0e-28 

83 

76 

{AC002337) chloroplast protein CP12 isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163313 

LIB3177-060-P1-K1-D12 

BLASTX 

g4512705 

340 

3.0e-32 

94 

74 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

163314 

LIB3177-060-P1-K1-D3 

BLASTX 

g2894565 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



478 

2.0e-48 

96 

96 

(AL021890) heat shock protein - 
163315 

LIB3177-060-P1-K1-D4 

BLASTX 

g3927830 

142 

4.0e-09 

51 

59 

(AC005727) hypothetical protein 



like [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



163316 

LIB3177-060-P1-K1-D5 

BLASTX 

g4510345 

137 

2.0e-ll 

40 

67 

(AC006921) unknown protein [Arabidopsis thaliana] 
163317 

LIB3177-060-P1-K1-D6 

BLASTN 

g4584841 

59 

4.0e-25 

76 

95 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

163318 

LIB3177-060-P1-K1-D7 

BLASTN 

g4584351 

320 

l.Oe-180 

324 

100 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

163319 

LIB3177-060-P1-K1-D9 

BLASTX 

gl709825 

7 01 

3.0e-74 

141 

100 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
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(PSI-N) >gi_1237124 {U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163320 

LIB3177-060-P1-K1-E1 

BLASTX 

g4678312 

4 95 

3.0e-50 

107 

85 

{AL04 9655) putative protein [Arabidopsis thaliana] 
163321 

LIB3177-060-P1-K1-E10 

BLASTX 

g400923 

420 

2.0e-41 

83 

99 

RAS-RELATED PROTEIN RAB7 >gi_485497_pir S33531 GTP-binding 

protein rab - garden pea >gi_20756_einb_CAA4 6600_ (X65650) 
RAS-related GTP-binding protein [Pisum sativum] 

163322 

LIB3177-060-P1-K1-E3 

BLASTN 

g2584827 

137 

3.0e-71 

229 

88 

Arabidopsis thali ana chroiuosoitie 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

163323 

LIB3177-060-P1-K1-E4 

BLASTN 

g2351064 

348 

0. Oe+00 

363 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163324 

LIB3177-060-P1-K1-E5 

BLASTN 

g2618601 

203 

l.Oe-110 

211 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 



21782 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163325 

LIB3177-060-P1-K1-E7 

BLASTX 

g4689034 

164 

2.0e-ll 

39 

82 

(AJ133751) chloroplast ribosome recycling factor protein 
[Spinacia oleracea] 

163326 

LIB3177-060-P1-K1-E9 

BLASTX 

g4586264 

609 

2.0e-63 

118 

97 

(AL049640) blue copper-binding protein, 15K (lamin) 
[Arabidopsis thaliana] 

163327 

LIB3177-060-P1-K1-F1 

BLASTX 

g4584110 

268 

l.Oe-23 

102 

52 

(AJ133639) SAH7 protein [Arabidopsis thaliana] 
163328 

LIB3177-0 60-P1-K1-F10 

BLASTX 

g4314392 

452 

3.0e-45 

92 

100 

(AC006232) putative ferredoxin [Arabidopsis thaliana] 
163329 

LIB3177-060-P1-K1-F11 

BLASTX 

g2119846 

634 

l.Oe-66 

115 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 {AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.~ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163330 

LIB3177-060-P1-K1-F12 

BLASTX 

g3914442 

184 

3.0e-14 

48 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

163331 

LIB3177-060-P1-K1-F4 

BLASTX 

g3142289 

358 

l.Oe-34 

69 

99 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

163332 

LIB3177-060-P1-K1-F5 

BLASTX 

g2119846 

553 

5.0e-57 

104 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163333 

LIB3177-060-P1-K1-F7 

BLASTN 

g4589445 

62 

2.0e-26 

182 

59 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

163334 

LIB3177-060-P1-K1-F8 

BLASTN 

g2264317 

53 

l.Oe-21 
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# 



Match length 53 
% identity* 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



163335 

LIB3177-060-P1-K1-F9 

BLASTX 

gl769905 

175 

8.0e-26 

105 

63 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

163336 

LIB3177-060-P1-K1-G1 

BLASTX 

g3121825 

67 

3.0e-20 

101 

57 

2-CYS PEROXIREDOXIN BASl PRECURSOR • (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 9824 7_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

163337 

.LIB3177-060-P1-K1-G10 

BLASTX ■ 

g2583134 

441 

8.0e-44 

82 

100 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 

163338 

LIB3177-060-P1-K1-G11 

BLASTX 

gll5767 

613 

5.0e-64 

116 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163339 

LIB3177-060-P1-K1-G2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4741945 

73 

4.0e-33 

177 

85 

Arabidopsis thaliana Lhcb2 protein (Lhcb2.2) mRNA, complete 
cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST* score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163340 

LIB3177-060-P1-K1-G4 

BLASTN 

g3327922 

314 

l.Oe-176 

337 

99 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163341 

LIB3177-060-P1-K1-G5 

BLASTX 

g4580527 

603 

8.0e-63 

117 

99 

(AF036307) scarecrow-like 11 [Arabidopsis thaliana] 
163342 

LIB3177-060-P1-K1-G6 

BLASTX 

gll5767 

413 

l.Oe-40 

84 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

163343 

LIB3177-060-P1-K1-G7 

BLASTX 

g4725941 

394 

3,0e-38 

95 

80 

(AL049730) putative pollen-specific protein [Arabidopsis 
thaliana] 



21786 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



163344 

LIB3177-060-P1-K1-G8 

BLASTN 

gl6316 

238 

l.Oe-131 

258 

98 

A.thaliana gene for histone Hl-1 
163345 

LIB3177-060-P1-K1-G9 

BLASTX 

gll5783 

626 

2.0e-65 

118 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_einb_CAA27543_ (X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 

163346 

LIB3177-060-P1-K1-H1 

BLASTX 

gl32110 

625 

2.0e-65 

122 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_161 95_emb_CAA32702 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 

thaliana] 

163347 

LIB3177-060-P1-K1-H10 

BLASTN 

g4558521 

92 

3.0e-44 

291 

97 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

163348 

LIB3177-060-P1-K1-H11 

BLASTX 

g3929651 

653 

l.Oe-68 

135 

97 
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NCBI Description (AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163349 

LIB3177-060-P1-K1-H12 

BLASTX 

gl063400 

471 

l.Oe-47 

99 

97 

(X92888) glycolate oxidase [Lycopersicon esculentuin] 



163350 

LIB3177-060 

BLASTX 

g2119848 

577 

9.0e-60 

107 

100 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-H4 



a/b-bindi 
thaliana 
II type I 

thaliana 
II type I 

thaliana 
II type I 

thaliana 



ng protein type I precursor LhblBl 
>gi_16366_emb_CAA45789__ (X64459) 

chlorophyll a /b binding protein 
] >gi_3128229 (AC004077) putative 

chlorophyll a/b binding protein 
] >gi_3337372 (AC004481) putative 

chlorophyll a/b binding protein 

] 



163351 

LIB3177-060-P1-K1-H5 

BLASTX 

g4455295 

557 

2.0e-57 

116 

91 

(AL035528) isoflavone reductase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



163352 

LIB3177-060-P1-K1-H7 

BLASTN 

g3241923 

288 

l.Oe-161 

320 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMNIO, complete sequence [Arabidopsis thaliana] 

163353 

LIB3177-060-P1-K1-H9 

BLASTX 

gl710521 

242 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-20 

58 

81 

60S RIBOSOMAL PROTEIN L24 >gi_1154859_emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgarej 

163354 

LIB3177-062-P.1-K1-A10 

BLASTN 

g2760173 

152 

7.0e-80 

404 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH19, complete sequence [Arabidopsis thaliana] 

163355 

LIB3177-062-P1-K1-A11 

BLASTX 

gl32074 

427 

2.0e-42 

81 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN lA PRECURSOR 

(RUBISCO SMALL SUBUNIT lA) >gi_68063_pir RKMUAl 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

163356 

LIB3177-062-P1-K1-A2 

BLASTN 

g3643588 

117 

3.0e-59 

224 

85 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163357 

LIB3177-062-P1-K1-A3 

BLASTX 

gl052960 

138 

8,0e-09 

32 

81 

(U37437) PNIL34 [Ipomoea nil] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163358 

LIB3177-062-P1-K1-A4 

BLASTX 

g282865 

259 

l.Oe-22 
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59 
83 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi__166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana]. 
>gi_4 678304_einb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

163359 

LIB3177-062-P1-K1-A5 
BLASTX 
gl32110 
666 

4.0e-70 
124 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

{RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_enib_CAA32702 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

163360 

LIB3177-062-P1-K1-A6 
BLASTX 
g4415907 
93 

6.0e-45 
101 
95 

(AC006282) 60S ribosomal protein L24 [Arabidopsis thaliana] 
>gi_4581159_gb_AAD24643.1_AC006919_21 (AC006919) putative 
60S ribosomal protein L24 [Arabidopsis thaliana] 

Seq. No. 163361 

Seq. ID LIB3177-062-P1-K1-A7 

Method BLASTN 

NCBI GI g4589436 

BLAST score 241 

E value l.Oe-133 

Match length 265 

% identity 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 

Seq. No. 163362 

Seq. ID LIB3177-062-P1-K1-A8 

Method BLASTX 

NCBI GI g4689386 

BLAST score 4 42 

E value 8.0e-4 4 

Match length 112 

% identity 74 

NCBI Description (AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163363 

LIB3177-062-P1-K1-A9 

BLASTX 

g3688799 

592 

2.0e-61 

127 

94 

(AF057137) 
thaliana] 



gamma tonoplast intrinsic protein 2 [Arabidopsis 



163364 

LIB3177-062-P1-K1-B1 

BLASTN 

g4757662 

263 

l.Oe-146 

303 

100 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

163365 

LIB3177-062-P1-K1-B10 

BLASTN 

g2656028 

283 

l.Oe-158 

298 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 

163366 

LIB3177-062-P1-K1-B11 

BLASTX 

gll5385 

450 

5.0e-45 

89 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163367 

LIB3177-062-P1-K1-B12 

BLASTN 

g2564044 

411 

O.Oe+00 

411 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq, . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163368 

LIB3177-062-P1-K1-B2 

BLASTX 

gl546688 

376 

3.0e-36 

96 

79 

(X98802) peroxidase ATPlla [Arabidopsis thaliana] 
>gi_2388572 (AC000098) Strong similarity to Arabidopsis 
peroxidase ATPllA (gb_X98802) . [Arabidopsis thaliana] 
>gi_2388573 (AC000098) Strong similarity to Arabidopsis 
peroxidase ATPllA {gb_X98802) . [Arabidopsis thaliana] 

163369 

LIB3177-062-P1-K1-B4 

BLASTX 

g4835234 

464 

2.0e-46 

124 

82 

(AL04 9862) putative cold acclimation protein [Arabidopsis 
thaliana] 

163370 

LIB3177-062-P1-K1-B7 

BLASTX 

gl23178 

268 

8.0e-24 

66 

82 

HISTIDINOL DEHYDROGENASE, CHLOROPLAST PRECURSOR (HDH) 

>gi_99844_pir ^A39358 histidinol dehydrogenase (EC 

1.1.1.23) precursor, chloroplast - cabbage >gi_167142 
(M60466) histidinol dehydrogenase [Brassica oleracea] 

163371 . - 

LIB3177-062-P1-K1-B8 

BLASTX 

g2317905 

313 

8.0e-29 

71 

83 

(U89959) bZIP-like protein [Arabidopsis thaliana] 
163372 

LIB3177-062-P1-K1-B9 

BLASTX 

gl652649 

392 

4,0e-38 , 

123 

58 

(D90907) hypothetical protein [Synechocystis sp. ] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



163373 

LIB3177-062-P1-K1-C1 
BLASTX 
g3885513 
262 

8.0e-23 
67 
72 

(AF084201) similar to chloroplast SOS ribosomal protein L31 
• [Medicago sativa] 

163374 

LIB3177-062-P1-K1-C10 

BLASTX 

g4539430 

150 

3.0e-10 

46 

61 

(AL049171) putative protein [Arabidopsis thaliana] 
163375 ■ 

LIB3177-062-P1-K1-C11 

BLASTX 

g2129550 

364 

9.0e-35 

135 

57 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

'^^^''^'^^^'^^P^^^^^t protein kinase 6 -"Arabidopsis thaliana 
>gi 836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
^^■^''^!??7n??^'''^^''^ protein kinase [Arabidopsis thaliana] 
>gi 4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase {CDPK6) [Arabidopsis thaliana] 

163376 

LIB3177-062-P1-K1-C12 

BLASTX 

g99735 

740 

8.0e-79 

141 

98 

L-ascorbate peroxidase (EC 1.11.1. 11) precursor - 
Arabidopsis thaliana (fragment) 

163377 

LIB3177-062-P1-K1-C2 

BLASTX 

gll5783 

542 

l.Oe-55 
106 
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% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

163378 

LIB3177-062-P1-K1-C3 

BLASTX 

gl66834 

560 

l.Oe-57 

131 

86 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

163379 

LIB3177-062-P1-K1-C4 

BLASTX 

g4741960 

300 

2.0e-27 

94 

55 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
163380 

LIB3177-062-P1-K1-C5 

BLASTN 

g972924 

195 

l.Oe-105 

244 

99 

Arabidopsis thaliana lAAll (lAAll) gene, complete cds 
163381 

LIB3177-062-P1-K1-C7 

BLASTX 

gl66834 

386 

2.0e-37 

90 

87 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

163382 

LIB3177-062-P1-K1-C8 

BLASTX 

g3169173 

769 

3.0e-82 
143 
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% identity 97 

NCBI Description (AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445215 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163383 

LIB3177-062-P1-K1-C9 

BLASTX 

gl419390 

322 

8.0e-30 

67 

94 

(X98926) thylakoid-bound ascorbate peroxidase [Arabidopsis 
thaliana] 



163384 

LIB3177-062-P1-K1-D1 

BLASTX 

g730645 

619 

l.Oe-64 

135 

91 

4 OS RIBOSOMAL PROTEIN S15 
protein S15 - Arabidopsis 
(Z23161) ribosomal protein 
>gi_313188_ertib_CAA80681_ ( 
[Arabidopsis thaliana] >gi 
Strong similarity to Oryza 
gb_R29788,gb_ATTS0365 come 
thaliana] 



>gi_629556_pir S43412 ribosomal 

thaliana >gi_313152_emb_CAA80679 

S15 [Arabidopsis thaliana] 
Z23162) ribosomal protein S15 
_1903366_gb_AAB70449_ (AC000104) 
40S ribosomal protein S15. ESTs 
from this gene. [Arabidopsis 



163385 

LIB3177-062-P1-K1-D10 

BLASTX 

g3236476 

194 

5.0e-15 

45 

91 

(AF071195) 
hirsutum] 



26S protease regulatory subunit [Gossypium 



163386 

LIB3177-062-P1-K1-D11 

BLASTX 

g4454481 

366 

3.0e-35 

97 

78 

{AC006234) unknown protein [Arabidopsis thaliana] 
>gi_4512647_gb_AAD21702.1_ {AC007048) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 



163387 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-062-P1-K1-D12 

BLASTX 

gll3026 

480 

2.0e-48 

109 

85 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi_167144 {L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 



163388 

LIB3177-062-P1-K1-D3 

BLASTX 

gl31162 

343 

9.0e-40 

82 

99 

PHOTOSYSTEM I IRON-SULFUR CENTER 1 (PHOTOSYSTEM I-SUBUNIT 
VII-1) (9 KD POLYPEPTIDE 1) (PSI-C-1) 

>gi_131163_sp_P07136_PSAC_TOBAC PHOTOSYSTEM I IRON-SULFUR 
CENTER (PHOTOSYSTEM I SUBUNIT VII) (9 KD POLYPEPTIDE) 

(PSI-C) >gi_97657_pir S14967 photosystem I iron-sulfur . 

protein psaC - Synechocystis sp. (PCC 6803) 

>gi_100391_pir S07170 photosystem I iron-sulfur protein 

psaC - common tobacco chloroplast >gi_11792_emb CAA29304 
(X05881) 9kd polypeptide (psaC gene product7 AA~1 - 81) ~ 
[Nicotiana tabacum] >gi_47596_emb_CAA37836_ (X53842) 8.9kDa 
iron-sulfur containing subunit of Photosystem I 
[Synechocystis sp.] >gi_2924280_emb_CAA77433_ (Z00044) PSI 
9kD protein [Nicotiana tabacum] 

163389 

LIB3177-062-P1-K1-D4 

BLASTX 

gl769895 

583 

2.0e-60 

134 

87 

(X96598) CaLB protein [Arabidopsis thaliana] 
163390 

LIB3177-062-P1-K1-D5 

BLASTX 

g2119846 

496 

3.0e-50 

125 

81 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 



217-96 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E rvalue 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



photosystem II type I chlorophyll a /b binding protein 
[Arabadopsis thaliana] >gi_3128230 (AC004(n7) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

163391 

LIB3177-062-P1-K1-D6 

BLASTX 

g3386620 

174 

4.0e-13 

64 

41 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
163392 

LIB3177-062-P1-K1-D7 

BLASTN 

g2088638 

147 

4 .Oe-77 

321 

100 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

163393 

LIB3177-062-P1-K1-D9 

BLASTX 

g2129672 

170 

l.Oe-12 

57 

63 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 

163394 

LIB3177-062-P1-K1-E1 

BLASTX 

gl32102 

765 

l.Oe-81 

145 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701 
{X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

163395 

LIB3177-062-P1-K1-E10 
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Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ■ 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E.. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3914 4 42 
419 

2.0e-41 

105 

79 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

163396 

LIB3177-062-P1-K1-E11 

BLASTX 

g3136033 

183 

2.0e-13 

87 

44 

(AL023590) putative metallopeptidase [Schizosaccharomyces 
pombe] 

163397 

LIB3177-062-P1-K1-E12 

BLASTX 

g3915823 

300 

l.Oe-27 

57 

100 

[Segment 1 of 2] 60S RIBOSOMAL PROTEIN L5 
163398 

LIB3177-062-P1-K1-E2 

BLASTX 

g2493144 

191 

l.Oe-14 

58 

71 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 
16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 
H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

163399 

LIB3177-062-P1-K1-E3 

BLASTX 

g4512685 

469 

9.0e-64 

155 

79 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163400 

LIB3177-062-P1-K1-E4 

BLASTN 

g2264311 

210 

l.Oe-114 

251 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLNl, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163401 

LIB3177-062-P1-K1-E5 

BLASTX 

g544425 

429 

2.0e-42 

83 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCRl PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORE- [Arabidopsis' thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



163402 

LIB3177-062-P1-K1-E6* 

BLASTX 

g4741952 

278 

l.Oe-24 

60 

90 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163403 

LIB3177-062-P1-K1-E7 

BLASTX 

gl477480 

704 

l.Oe-74 

145 

99 

(U40341) carbamoyl phosphate synthetase large chain 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163404 

LIB3177-062-P1-K1-E8 

BLASTX 

gl871577 

188 

2.0e-14 

52 

65 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
' BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



163405 

LIB3177-062-P1-K1-F1 

BLASTX 

g2252828 

455 

2.0e-45 

121 

80 

(AF013293) No definition line found [Arabidopsis thaliana] 
163406 

LIB3177-062-P1-K1-F10 

BLASTX 

g3128217 

473 

2.0e-47 

110 

87 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 

163407 

LIB3177-062-P1-K1-F11 

BLASTX 

gl773014 

300 : 
2.0e-27 

89 ^ 
70 

(Y10338) chloride channel Stclcl [Solanum tuberosum] 
163408 

LIB3177-062-P1-K1-F12 

BLASTX 

g2062161 

678 

2.0e-71 

140 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] ^ 

163409 

LIB3177-062-P1-K1-F2 

BLASTX 

g3885511 

366 

4.0e-35 

95 

79 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

163410 

LIB3177-062-P1-K1-F4 



21800 



